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ABSTRACT 
Transcription is regulated on different levels to ensure that genes are expressed at the correct 
time and in the amounts required. At the chromatin level, DNA is wound onto histone 
proteins, forming nucleosomes that influence accessibility of DNA elements. Modifications 
on those histones and interactions with other chromatin proteins can either encourage or 
inhibit recruitment of the transcription machinery. Genomic regions of similar character form 
chromatin domains, organizing the genome based on their transcription states. Within the 
nucleus, both individual loci and entire chromosomes assume non-random positions, based 
on their transcription levels and interactions with nuclear landmarks. This thesis examines the 
effects of the Fun30 chromatin remodeling enzymes on transcription regulation and nuclear 
organization, both on the local chromatin level as well as on a genome-wide scale.  
Using the fission yeast Schizosaccharomyces pombe as a model organism, we mapped the 
interactions between the genome and two inner nuclear membrane proteins, Ima1 and Man1. 
We observed a preference for lowly expressed genes to associate with the nuclear envelope, 
similar to what had been observed in mammalian and fruit fly cells. When comparing Ima1 
and Man1 binding patterns, we found both common and separate target sites, suggesting a 
role for inner nuclear membrane proteins in organizing the fission yeast genome. 
Following up on these results, we went on to examine subtelomeric chromatin domains, 
which are regulated through the Fun30 remodeler Fft3. These domains contain repressed 
genes, whose transcription levels increase in cells carrying an fft3∆ deletion. While the 
subtelomeres associate with the nuclear envelope through Man1 in wild-type cells, this 
interaction is lost in fft3∆ cells. In these cells, we also observed changes in nucleosome 
occupancy at the subtelomeric borders. Interestingly, a strain carrying a catalytically inactive 
version of the Fft3 remodeler showed the same behavior as the deletion strain, with 
upregulation of subtelomeric genes and loss of Man1 interactions. Together, these results 
point to an active role of Fft3 in regulating subtelomeric chromatin, transcription, and nuclear 
periphery interactions. 
In addition to their role at subtelomeres, Fun30 remodelers also control transcription in other 
parts of the genome. When we examined a strain lacking Fft2, a paralog of Fft3, we found 
increased transcription of the fission yeast Tf2 retrotransposons. This increase is 
accompanied by a shift in transcription start site (TSS) further upstream and is especially 
pronounced when both fft2 and fft3 are deleted. By mapping nucleosome positioning, we 
were able to establish that Fft2 and Fft3 collaborate in stabilizing a nucleosome over the 
upstream TSS, resulting in transcription initiation further downstream and production of an 
mRNA incapable of transposition. Expression of both remodelers is downregulated in stress 
conditions, allowing for production of the longer transcript under these circumstances. We 
propose that the shift in TSS choice allows for bursts of transposition in cells under 
environmental stress. This can enable cells to adapt to changed conditions through favorable 
insertion events altering expression of nearby genes. 
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1 INTRODUCTION 
1.1 A CHROMATIN PRIMER 
1.1.1 Basic building blocks of chromatin 
Fitting several meters of DNA into a cell nucleus at micrometer scale is not an easy task. The 
negatively charged sugar and phosphate backbone prevents it from folding back on itself, 
resulting in a persistence length of about 50 nm for naked DNA (Garcia et al., 2007). 
Eukaryotes, but also prokaryotic and archaeal species have therefore evolved proteins to act 
as spools for the DNA thread (Grove, 2011; Sandman and Reeve, 2006), neutralizing the 
negative charge and allowing for compaction. Together with DNA, histone proteins form the 
smallest unit of chromatin, the nucleosome. Each nucleosome consists of DNA wrapped 
around a core of eight histone proteins: a tetramer of two H3 and two H4 proteins, as well as 
two dimers consisting of one H2A and one H2B protein, respectively (Luger et al., 1997; 
Richmond and Davey, 2003).  
The proposition of histones as packaging material came from X-ray diffraction studies (Finch 
and Klug, 1976), which led to the discovery of the 30 nm fiber. In this solenoid structure, 
nucleosomes are arranged in a staggered helix with a diameter of 30 nm, allowing for further 
compaction of the DNA . However, the 30 nm fiber has not been detected in interphase nuclei 
(Eltsov et al., 2008; Fussner et al., 2011; Joti et al., 2012). Instead, chromatin resembles beads 
on a string and forms a 10 nm fiber in these cases, with locally folded areas forming fractal 
globules (Lieberman-Aiden et al., 2009). This loose structure brings several benefits. Firstly, 
the DNA sequence becomes much more accessible to other proteins compared to the very 
dense 30 nm fiber. Secondly, it provides the possibility for histone proteins to act not merely 
as packaging molecules, but to interact with other factors and regulate DNA related processes 
such as transcription (Dekker, 2008; Fussner et al., 2011). Independent of which 
conformation it takes, chromatinized DNA is much less vulnerable to damage like ionizing 
radiation compared to naked DNA (Elia and Bradley, 1992). 
It is important to note that chromatin is not uniform, but rather occurs in different 
configurations. When looking at microscopy images of cell nuclei, two different kinds of 
chromatin are apparent: a darker stained, more compacted form called heterochromatin, and 
the lighter, less condensed euchromatin. While heterochromatin mainly harbors genes with 
low levels of transcription, euchromatin contains actively transcribed genes. On a molecular 
level, the two types of chromatin differ in their protein composition: both regarding the 
nucleosome itself and other proteins associating with it. In addition, levels of cytosine 
methylation on the DNA (present in metazoan species) vary between euchromatin and 
heterochromatin. Chromatin states are necessary for genome organization and functions. 
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1.1.2 Histone modifications 
Within the nucleosome structure, histones are arranged with their C-terminus at the center 
and their N-terminal tails protruding toward the outside (Luger et al., 1997; Richmond and 
Davey, 2003). Early on in chromatin research, these tails were found to carry various kinds of 
posttranslational modifications (Allfrey and Mirsky, 1964; Allfrey et al., 1964; Murray, 1964; 
Stevely and Stocken, 1966). These modifications can influence how tightly DNA is wound 
around the nucleosome core, but also affect protein interactions. It is therefore not surprising 
that mutations in the N-terminal tails were found to affect transcription (Han et al., 1988; 
Johnson et al., 1990). Since the discovery of these histone marks, efforts have been made to 
understand their significance and interplay, most prominently through the hypothesis of a 
“histone code” (Strahl and Allis, 1999). This theory proposes that combinations of different 
histone modifications define chromatin properties, with combinations specific for repressive 
or active chromatin, respectively. 
Among the first modifications to be described was the acetylation of lysine residues (Allfrey 
and Mirsky, 1964). This primarily alters the charge of the lysine from positive to neutral and 
thereby weakens interactions between the negatively charged DNA backbone and the histone 
tails. Hyperacetylation, i.e. the acetylation of multiple residues, disrupts chromatin structure 
(Tse et al., 1998) and increases nucleosome mobility on DNA (Ferreira et al., 2007). The 
enzymes which set these histone marks, histone acetyltransferases (HATs), can be divided 
into two classes: type A HATs acetylate histones in the nucleus, while type B HATs are 
active in the cytoplasm and target free histones (Parthun, 2007). For both classes, target 
choice depends on co-factors acting in the same complex. The type A HAT Gcn5 in 
Saccharomyces cerevisiae for example targets free histones only when acting by itself, but 
acetylates nucleosomal histones when assembled into the SAGA complex (Grant et al., 
1997). The reverse reaction, histone deacetylation, is catalyzed by histone deacetylase 
enzymes (HDACs). Based on sequence similarities, HDACs can be grouped into three 
classes (Ekwall, 2005). Which residue is deacetylated depends largely on other factors 
forming protein complexes with the enzyme, with HDACs acting in multiple complexes with 
different targets (Lalonde et al., 2014). In general, HATs are considered transcriptional 
activators, since hyperacetylation correlates with higher transcription levels, while HDACs 
act as co-repressors. 
The effects of histone methylation are much less clear cut. Addition of a methyl group, 
neutral by itself, to lysine and arginine residues does not alter the charge of the amino acids. 
Moreover, up to three methyl groups can be added per residue, resulting in mono-, di- and tri-
methylation marks. Depending on which residue is methylated and to what extent, different 
chromatin proteins recognize the pattern and bind to the nucleosome. This leads to vastly 
different outcomes for methylation marks, a prime example being the lysine 4 and lysine 9 
residues on histone H3 (H3K4 and H3K9). While methylation of H3K4 is associated with 
active transcription, H3K9 di- and trimethylation is found in repressed chromatin (Bannister 
and Kouzarides, 2011). 
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In contrast to HATs, lysine methyltransferases (HKMTs) have specificity for a defined 
residue and degree of methylation, independent of co-factors. Most HKMTs contain a SET 
domain which catalyzes the reaction. Independent of their mode of action, all HKMTs require 
the presence of S-adenosylmethionine (SAM) as a methyl-donor. Histone demethylases were 
unknown for a long time, until LSD1 was discovered in 2004 (Shi et al., 2004). Since it can 
de-methylate both H3K4 and H3K9, LSD1 can act as both co-repressor and co-activator. 
Histone phosphorylation predominantly occurs on serine, threonine and tyrosine residues. 
Kinases like Aurora B can add a phosphate group, while phosphatases like PPI remove it 
(Goto et al., 2002; Oki et al., 2007; Sugiyama et al., 2002). Like acetylation, phosphorylation 
adds a negative charge to the histone tail, opening up chromatin structure. This is used 
especially during the cell cycle, when H3S10 is phosphorylated and thereby disrupts 
heterochromatin (Dormann et al., 2006). 
In contrast to the other three histone marks in this chapter, ubiquitination is a large 
modification, involving the addition of a 76 amino acid polypeptide to the histone tail. 
Ubiquitin is added by E3-ligases to the tails of H2A and H2B. Among the modifications 
studied so far are H2AK119ub, which is involved in silencing, and H2BK123ub, which has 
been connected to transcriptional initiation and elongation (Kim et al., 2009; Lee et al., 
2007a). 
The effects of histone modifications are two-fold. Firstly, altering the charge of the histone 
protein can result in direct structural perturbations. Phosphorylation and acetylation decrease 
the charge of the residues they affect, leading to reduced interactions with nucleosomal DNA. 
This results in a looser nucleosome structure which is especially apparent in hyperacetylated 
histones. Regions with these high acetylation levels, such as promoter and enhancer regions, 
allow transcription factors and other proteins access to DNA (Kiefer et al., 2008; Wang et al., 
2008). 
Secondly, histone marks affect the binding of chromatin factors to the nucleosome. There is a 
myriad of proteins that interact with modified histones, which can be classified by the protein 
domains that facilitate this interaction. The largest group of domains is those that recognize 
methylation. Among these are chromo-, Tudor, MBT, and PHD domains (Musselman et al., 
2012). While these domains all bind to the same modification, their specificity varies, with 
some recognizing more than one modified residue and multiple domains recognizing the 
same mark. Prominent examples are the chromodomains in CHD1, which recognizes 
H3K4me3 (Sims et al., 2005), and in HP1, which binds to H3K9me3 (Bannister et al., 2001; 
Lachner et al., 2001). A second important group are bromodomain proteins, which bind to 
acetylated residues. Among these are type A HATs, which contain bromodomains that help 
them recognize already mono-acetylated histones and add more acetylation marks (Dhalluin 
et al., 1999). 
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It is important to note that histone modifications do not occur in a vacuum, they are affected 
by other marks on the nucleosome and there is considerable crosstalk between them. 
Chemically, acetylation and methylation are antagonists, since lysine residues can either be 
acetylated or methylated, but not both. Some histone modifications depend on the presence of 
others, e.g. H3K4me and H3K79me depend on H2BK123ub (Kim et al., 2009; Lee et al., 
2007a). In other cases, modification of one residue can impair protein binding to another, 
neighboring residue: e.g. HP1 binding to methylated H3K9 is prevented by phosphorylation 
of H3S10 (Fischle et al., 2005). There is also crosstalk between DNA methylation and 
histone modifications: some proteins bind to modified histones only when nucleosomal DNA 
is methylated or unmethylated. The PHD protein UHRF1 prefers binding to H3K9me3 on 
methylated DNA, while the lysine demethylase KDM2A only binds to H3K9me3 over 
unmethylated DNA (Bartke et al., 2010).  
Away from the well-studied histone tail, modifications can also be placed on the histone core. 
These affect interaction with the DNA much more than the N-terminal tail modifications. 
H3K56 acetylation is very abundant in yeast and was shown to be involved in transcriptional 
regulation (Masumoto et al., 2005; Ozdemir et al., 2005; Xu et al., 2005). Since H3K56 is 
positioned at the entry point of DNA into the nucleosome, it allows for nucleosome 
‘breathing’, i.e. transient DNA exposure from the nucleosome (Hyland et al., 2005; 
Masumoto et al., 2005; Xu et al., 2005). 
 
1.1.3 Histone variants 
In certain contexts, nucleosomes can contain various histone variants. These proteins each 
resemble one of the canonical histones and can take their place within a nucleosome. All 
eukaryotes contain CENP-A, a variant of H3 that is incorporated at centromeres and 
facilitates interaction with the kinetochore during cell division (Elsaesser et al., 2010; Malik 
and Henikoff, 2003). Two histone variants, H2A.Z and H3.3, are known to affect 
transcription. Both variants can occur together in hybrid nucleosomes, which are found at the 
transcription start site (TSS) of active genes (Jin et al., 2009). H3.3 can be acetylated on the 
histone core at K122, which disrupts histone-DNA interaction and helps de-stabilize the 
nucleosome (Simon et al., 2011; Tropberger et al., 2013).  
Histone variants also play crucial roles in DNA repair pathways: H2A.X is phosphorylated by 
kinases activated through DNA damage. The resulting γ-H2A.X serves as a marker for the 
damaged site (Meyer et al., 2013). H2A.Z is also deposited at double strand break (DSB) sites 
by the p400 remodeler (Xu et al., 2012).  
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1.1.4 Chromatin remodeling enzymes 
Although histone proteins have a natural affinity for DNA due to the opposite charges they 
carry, their positioning in vivo is controlled not only by the DNA sequence, but also a class of 
enzymes. These chromatin remodeling enzymes belong to the Snf2-family of proteins, which 
is part of the helicase-like SF2 superfamily (Flaus et al., 2006). To date, more than 1300 
Snf2-enzymes have been identified, 30 alone in humans (Dürr et al., 2006; Flaus et al., 2006; 
Ryan and Owen-Hughes, 2011), that can be divided into at least 23 subfamilies. All of these 
enzymes contain an ATPase domain, which uses ATP hydrolysis to affect conformational 
changes in the enzyme and its substrates. 
Chromatin remodelers can have different effects on the nucleosomes they interact with 
(Fig. 1). By sliding the nucleosome along the DNA or evicting a nucleosome from its 
position, they can make a DNA sequence elements accessible for other factors. Remodeling 
enzymes can also exchange histones, altering the composition of the nucleosome, e.g. by 
incorporation of a histone variant. By assembling nucleosomes from free histones or spacing 
nucleosomes on the DNA, chromatin remodelers also affect chromatin structure. The basic 
mechanism behind all these actions appears to based on structural changes in the nucleosome, 
followed by movement of DNA relative to the nucleosome core. Through pulling or pushing 
the DNA around the nucleosome, the enzyme is able to destabilize the nucleosome. This 
imbalance can then be used to exchange histones, affect disassembly/eviction or slide 
nucleosomes along the DNA (Lia et al., 2006; Saha et al., 2002; Singleton et al., 2007; Zhang 
et al., 2006). 
Based on sequence similarity of their ATPase domain or the presence of additional domains 
in the protein sequence, Snf2-remodeling enzymes can be classified into subgroups (Clapier 
and Cairns, 2009; Flaus et al., 2006). The SWI/SNF group contains remodelers with a 
C-terminal bromodomain, enabling them to interact with acetylated histones. 
Correspondingly, the CHD remodelers can bind methylated histones through their N-terminal 
tandem chromodomains (Hauk et al., 2010). The ISWI group is characterized by a C-terminal 
SANT/SLIDE domain which localizes at linker DNA and helps position the remodeler for 
DNA translocation (Dang and Bartholomew, 2007; Ryan and Owen-Hughes, 2011). Finally, 
the INO80 group stands out because of its split ATPase domain. 
It is worth noting that remodeling enzymes tend to act in complexes, although there are 
examples of enzymes acting alone. Among the co-factors occurring in complexes are histone 
chaperones, actin-related proteins and chromatin-binding proteins. Often one remodeling 
enzyme can act together with different sets of subunits in different complexes. The Brm 
remodeler in the fruit fly Drosophila melanogaster forms two complexes, BAP and PBAP, 
that affect distinct sets of targets (Mohrmann and Verrijzer, 2005). Furthermore, BAF-
complexes in mammalian cells show cell-type specific compositions (Wang et al., 1996). In 
this manner, a relatively small set of remodelers can act in various different contexts and at 
different targets, with distinct outcomes. 
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Chromatin remodelers and their co-factors target specific regions through recognition of 
chromatin marks. The bromodomain present in e.g. RSC in yeast allows recruitment of the 
remodeler to actively transcribed genes through acetylated histone tails (Kasten et al., 2004). 
CHD1 is targeted in a similar manner: its chromodomain recognizes methylated H3K4 at the 
5’ end of coding sequences (Sims et al., 2005). Some remodeling complexes contain subunits 
that can bind to methylated DNA sequences. The NuRD complex, which has both HDAC and 
chromatin remodeling activity (Xue et al., 1998), contains the methylCG binding MBD2/3 
(Zhang et al., 1999) and is thought to contribute to DNA-methylation mediated repression. 
Histone variants, while being deposited by remodelers, can also aid or hinder recruitment of 
remodeling complexes (González-Romero et al., 2008). 
Interestingly, chromatin remodelers can be regulated by the same enzymes that also modify 
histones. In yeast, the HAT Gcn5 can acetylate the Rsc4 subunit of the RSC complex, thereby 
inhibiting the interactions between RSC and histones acetylated on H3K14 (Choi et al., 
2008). This has been proposed as a fine-tuning mechanism for the interaction between RSC 
and chromatin. Other examples are PARylation through PARP-1, which regulates ISWI 
remodeling (Sala et al., 2008), and phosphorylation of the RSC subunit Sfh1 through a kinase 
involved in DNA damage response (Cao et al., 1997).  
When it comes to functionality, the biggest effects of chromatin remodelers are in activation 
and repression of transcription. Some transcription factors are able to recruit remodeling 
enzymes directly to a gene, as in the case of Swi/Snf (Fry and Peterson, 2001; Vignali et al., 
2000). Alternatively, remodelers can bind to nucleosomes through recognition of histone 
acetylation, e.g. through the bromodomain of Gcn5 in the yeast SAGA complex (Li and 
Shogren-Knaak, 2009). In this way, Gcn5 can recruit SWI/SNF to inducible genes in yeast 
(Cosma et al., 1999; Natarajan et al., 1999) and to DNA damage sites in humans (Lee et al., 
2010). It should be pointed out that there is considerable functional overlap between 
remodelers, since very few genes depend in their expression on only one remodeling enzyme. 
Chromatin remodelers also affect transcriptional elongation, through disassembly of 
nucleosomes ahead of RNA polymerase and assembly behind it. 
An important function of chromatin remodelers is to establish and maintain proper 
nucleosome positioning. In yeast, CHD1 is involved in nucleosome spacing (Gkikopoulos et 
al., 2011; Hennig et al., 2012; Pointner et al., 2012; Shim et al., 2012), while Isw2 influences 
the position of the +1 nucleosome (Whitehouse et al., 2007; Yen et al., 2012). Several 
enzymes are involved in nucleosome eviction, such as RSC (Badis et al., 2008; Hartley and 
Madhani, 2009) and SWI/SNF (Dechassa et al., 2010; Engeholm et al., 2009; Ulyanova and 
Schnitzler, 2005). 
By exchanging histones, chromatin remodeling enzymes can alter chromatin composition. 
Among the remodelers with histone exchange capabilities are Swr1, Fun30 and Ino80 (Awad 
et al., 2010; Mizuguchi et al., 2004; Papamichos-Chronakis et al., 2011). In vivo studies have 
shown that all three enzymes affect H2A.Z distribution (Durand-Dubief et al., 2012; 
Mizuguchi et al., 2004; Papamichos-Chronakis et al., 2011). The budding yeast Fun30 
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remodeler is also involved in re-establishment of histone modifications after DNA replication 
(Rowbotham et al., 2011) and affects rate and extent of strand resection in double strand 
break (DSB) repair (Chen et al., 2012; Costelloe et al., 2012; Eapen et al., 2012). 
Since they fundamentally shape chromatin structure, it is not surprising that chromatin 
remodelers are important during development. One example are the BAF complexes in 
mammalians, which feature different subunit compositions at different stages during 
development (Son and Crabtree, 2014). This results in activation of distinct genetic programs, 
most likely through interactions with cell-type specific transcription factors. Consistent with 
their role in development, BAF proteins act as tumor suppressors, as they facilitate 
differentiation (Wang et al., 2014). Mutations in remodelers have been found in various 
tumors, with mutations in SWI/SNF components occurring at a frequency of 19% across 
different human cancers (p53 is at 26%, for comparison) (Kadoch et al., 2013). 
 
Figure 1: Effects of chromatin remodeling factors on nucleosome positioning and composition. 
 
1.1.5 Nucleosome positioning 
Two terms are generally applied to describe a nucleosome: its positioning and its occupancy. 
Positioning reflects where a nucleosome is located with respect to the underlying genomic 
DNA sequence. Depending on how defined this location is, nucleosomes can be described by 
perfect positioning (fixed nucleosome positions), partial positioning (nucleosomes that are 
loosely associated with DNA), and depletion (in case no nucleosome is present). Nucleosome 
occupancy is a measure averaged over a population of cells and describes the fraction of cells 
in which a given region is occupied by a histone octamer (Struhl and Segal, 2013). Both 
positioning and occupancy influence accessibility of DNA for all proteins interacting with it 
(Lam et al., 2008; Mavrich et al., 2008a; Raveh-Sadka et al., 2012; Shivaswamy et al., 2008). 
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There are several general nucleosome positioning patterns present in all eukaryotes. Most 
prominent among these is the nucleosome depleted region (NDR), which is positioned over 
the promoter region of genes and allows access for the transcription machinery. The depth of 
the NDR, i.e. the degree of nucleosome depletion, correlates with transcriptional activity, 
with highly transcribed genes showing a deeper NDR (Lee et al., 2007b; Schones et al., 2008; 
Valouev et al., 2011; Weiner et al., 2010). To increase accessibility for the interacting 
proteins, many enhancers, insulator sites and terminator regions are also depleted of 
nucleosomes (Fu et al., 2008; Heintzman et al., 2007; Mavrich et al., 2008a). Both genes and 
non-gene regions show preferred positioning patterns (Lee et al., 2007b; Mavrich et al., 
2008a; 2008b; Schones et al., 2008; Shivaswamy et al., 2008; Valouev et al., 2011; 2008; 
Yuan et al., 2005). Especially the nucleosomes bordering the NDR at the -1 and +1 positions 
are strongly fixed in place, with nucleosomes arranged in arrays pointing outward in both 
directions (Mavrich et al., 2008a; Shivaswamy et al., 2008). Within a gene, exons tend to 
show higher nucleosome occupancy than introns, possibly due to the higher GC content in 
those sequences (Schwartz et al., 2009; Tilgner et al., 2009). 
While these general positioning patterns are largely dictated by the functionality of the 
underlying sequence elements, the DNA sequence itself influences nucleosome positioning 
on a local level. The interactions between DNA and histone proteins do not occur through 
precise base pair-protein binding, but rather rely on the ability of the DNA to bend around the 
histone core. Ideal wrapping of DNA around the histone core relies on bendable base dimers 
(AT/TT/AA) facing the core and stiffer dimers (CG/GG/CC) facing outward. Alternating 
these features periodically will result in a stable nucleosome array (Drew and Travers, 1985). 
In contrast, long stretches of poly(dA:dT) and poly(dG:dC) are very stiff and refractory to 
nucleosome formation (McCall et al., 1985; Nelson et al., 1987; Suter et al., 2000). This 
property is used in eukaryotic genomes, where poly(dA:dT) sequences are abundant 
(Dechering et al., 1998). These sequences are for example found in budding yeast promoters 
(Field et al., 2008; Struhl, 1985), where they are important for nucleosome depletion, 
promoter accessibility and transcriptional activity (Iyer and Struhl, 1995; Raveh-Sadka et al., 
2012; Segal and Widom, 2009). In general, promoter and terminator regions in S. cerevisiae 
are intrinsically unfavorable for nucleosome formation (Iyer and Struhl, 1995; Kaplan et al., 
2009; Sekinger et al., 2005; Zhang et al., 2009). 
Apart from sequence features, many factors affect nucleosome positioning and occupancy. 
First and foremost are chromatin remodeling complexes (Hughes and Rando, 2014). With the 
exception of the RSC complex (Badis et al., 2008; Floer et al., 2010), these enzymes do not 
show sequence specificity. Instead, they are recruited to target regions through chromatin 
properties, such as histone modifications or DNA methylation. The Isw2 remodeler is 
involved in positioning the +1 nucleosome (Whitehouse et al., 2007), while different 
remodelers affect the downstream nucleosome array (Isw1/Chd1 in S. cerevisiae 
(Gkikopoulos et al., 2011), CHD-remodelers Hrp1/Hrp3 in S. pombe (Hennig et al., 2012; 
Pointner et al., 2012; Shim et al., 2012)). Ino80 and Swr1 both affect positioning (van Bakel 
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et al., 2013; Yen et al., 2012), although this might be due to downstream effects of H2A.Z 
insertion by dimer exchange (Li et al., 2005).  
Recruitment of chromatin remodelers can also occur through pioneer transcription factors 
such as FoxA and GATA. By binding DNA directly on the nucleosome (Yu and Morse, 
1999; Zaret and Carroll, 2011), they can serve as an anchor for remodeling enzymes, which 
open up the chromatin and free up space for further transcription factors. In addition, general 
regulatory factors like Abf1, Reb1 and Rap1 can evict histones in yeast, most likely also 
through recruitment of remodelers (Yarragudi et al., 2004; Yu and Morse, 1999). 
As can be expected, the passing of RNA polymerase through a gene affects nucleosome 
positioning. Transcription can override any sequence-based positioning, since nucleosome 
positioning matches in silico models better in cells without active transcription (Moshkin et 
al., 2012; Weiner et al., 2010). Similarly, in vitro assembly without RNA  polymerase and 
inactivation of the enzyme both result in a +1 nucleosome further downstream from the 
promoter than observed in vivo (Zhang et al., 2011). It has been proposed that nucleosomes 
are pushed upstream when RNA polymerase passes through the gene, possibly by a bubble of 
DNA that is pushed around the octamer (Bintu et al., 2011; Studitsky et al., 1994). 
With the DNA sequence influencing nucleosome positioning in cis and proteins like 
remodelers affecting it in trans, the question arises which of these factors plays the  
stronger role. General patterns, such as the position of the +1 nucleosome, occur independent 
of the underlying DNA sequence (Kaplan et al., 2009; Zhang et al., 2009). While in vitro 
nucleosome positioning resembles the in vivo pattern, the addition of cell-free extract and 
ATP is necessary to obtain the same positioning (Zhang et al., 2011). The in silico models 
developed over the last decade perform best if they account not just for (dA:dT) periodicity, 
but also for (dA/dT)-rich sequences in promoters (Field et al., 2008; Tillo and Hughes, 2009; 
Yuan and Liu, 2008). It has therefore been suggested that sequence features like (dA:dT) 
periodicity fine-tune nucleosome positioning by +/- 5 bp, while trans factors regulate 
positioning on a larger scale (Brogaard et al., 2012). There is however some interaction 
between cis and trans factors, since some remodelers prefer pro- or anti-nucleosomal 
sequences. The Isw2 remodeler, for example, is able to deposit nucleosomes over anti-
nucleosomal sequences (Whitehouse and Tsukiyama, 2006; Whitehouse et al., 2007), while 
SWI/SNF reinforces positioning at pro-nucleosomal sequences (Tolkunov et al., 2011). 
Another angle to look at nucleosomes comes through nucleosome spacing, which refers to the 
length of linker DNA between nucleosomes in an array. Linker DNA length varies not only 
between species, but also between tissues and genes within a species (Hughes et al., 2012). 
Spacing correlates with and depends on transcription rate, with tighter spacing over highly 
expressed genes (Valouev et al., 2011; Weiner et al., 2010). In metazoans, the linker histone 
H1 is a major regulator of linker DNA length, since its presence increases the spacing 
between adjacent nucleosomes (Drew and Travers, 1985; Fan et al., 2005; Hashimoto et al., 
2010; Öberg et al., 2012). This influence is reduced in yeasts, where H1 is structurally 
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different and expressed at very low levels compared to the core histones (Freidkin and 
Katcoff, 2001). 
Overall, nucleosome positioning has far reaching consequences, not just for DNA elements in 
detail, but genome-wide in maintaining homeostasis. Depletion of histones leads to a 
genome-wide increase in expression levels, showing their importance in the regulation of 
transcription. Interestingly, some genes are down-regulated when histone levels are reduced. 
This could be due to lack of antisense RNA suppression (Martens et al., 2004), reduction in 
binding of transcription factors that prefer binding to DNA curved around a nucleosome 
(McPherson et al., 1993), or because nucleosomes can shorten the distance between two 
regulatory sequences that need to be close together to be recognized (Lu et al., 1995; Stünkel 
et al., 1997). Taken together, these observations highlight the importance of nucleosome 
positioning and spacing in genome function. 
 
1.2 CHROMATIN DOMAINS AND THEIR BOUNDARIES 
The traditional view divided chromatin into two types, heterochromatin and euchromatin. 
This was mainly based on cytological observations, but also on the assumption that a cell 
needed only two chromatin states, one actively transcribed and open, the other repressed and 
compacted. Several studies in metazoans have since shown that reality is more complex, with 
different ‘colors’ of chromatin rather than the black and white of heterochromatin and 
euchromatin (Ernst et al., 2011; Filion et al., 2010; Kharchenko et al., 2011; Liu et al., 2011; 
Ram et al., 2011; Zhu et al., 2013).  
The number of existing chromatin states is still under debate, as the studies mentioned above 
found between three and nine different flavors. All of them find at least one active chromatin 
state, although it is sometimes subdivided further. This active chromatin is characterized by 
high expression levels, early initiation of DNA replication and a variety of histone 
modifications, such as methylation of H3K4, H3K36 and H3K79, as well as hyperacetylated 
histone tails (Filion et al., 2010; Kharchenko et al., 2011).  
Repressed chromatin can be further divided into at least three types: Polycomb-repressed 
chromatin, ‘null’ chromatin and constitutive heterochromatin. While they all contain silenced 
genes, these types differ in protein composition and behavior. Polycomb-repressed chromatin 
contains high levels of the H3K27me3 mark and covers developmental genes, such as the 
Hox gene clusters, X-inactivation sites and imprinted regions (Schwartz and Pirrotta, 2013). 
In contrast, ‘null’ chromatin (or ‘black’ chromatin (Filion et al., 2010)) shows no enrichment 
for any particular histone modification. Its most evident feature is a strong enrichment for 
lamins and thereby a preference for the nuclear periphery. Lastly, constitutive 
heterochromatin covers those regions crucial for chromosome stability and propagation: 
centromeres and telomeres (Ekwall et al., 1995; Peters et al., 2001). These regions contain 
fewer genes and more sequence elements such as tandem repeats, satellite DNA and 
transposable elements. Constitutive heterochromatin is characterized by high levels of 
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H4K20me3, H3K9me2/me3 and HP1a (heterochromatin protein 1a) binding. While average 
transcriptional activity is lower than in active chromatin, it is still higher compared to the 
other two repressed chromatin types (Filion et al., 2010). 
To date, no comparable study of chromatin flavors has been done in yeasts, but it is likely 
that at least three chromatin types would be found in fission yeast. Apart from an active 
chromatin state, the fission yeast genome contains constitutive heterochromatin at the 
centromeres, telomeres and the mating type locus (Grewal, 2000). In addition, the 
subtelomeric regions are characterized by a distinct chromatin type, lacking both methylated 
H3K9 (found in heterochromatin) and methylated H3K4 (found at actively transcribed genes) 
(Buchanan et al., 2009; Zofall et al., 2009). 
Independent of how many types of chromatin exist, the question remains how chromatin 
domains are established and maintained. Theoretically, an enzyme freely diffusing through 
the nucleus could come in contact with any part of the genome and modify nucleosomes. In 
reality however, movement in the nucleus is restricted, with entire chromosomes moving very 
little, but small domains being able to move more quickly over short distances (Erdel et al., 
2013). By measuring the reach of a chromatin-bound enzyme and through mapping of 
recombination events, studies were able to determine that most of these interactions happen 
on a scale of a few kilobases (Ringrose et al., 1999; van Steensel and Henikoff, 2000). In this 
manner, enzymes immobilized on chromatin or at the nuclear envelope can target only a 
small region of the genome. In some cases, this immobilization is even used to control 
activity, e.g. the guanine nucleotide exchange factor RCC1 is more active in its chromatin 
bound state than freely diffusing (Nemergut et al., 2001). Chromatin compaction affects 
accessibility, which in turn dictates which proteins can interact with genome regions. Very 
large protein complexes (in the MDa range) are excluded from compacted chromatin, while 
smaller complexes (kDa size) are able to gain access (Erdel et al., 2013). 
To prevent the spreading of one chromatin type into another, it is necessary to define and 
enforce domain borders. This is achieved through insulators: DNA elements which, when 
removed, result in loss of boundary function (Ong and Corces, 2009). While they were 
identified in Drosophila, insulators have since been found in many other eukaryotes 
(Kirkland et al., 2012; Vogelmann et al., 2011), with sizes ranging from several hundred base 
pairs to more than 1 kb (Chetverina et al., 2014). Insulators can also be defined through their 
ability to block enhancer activity or silencing. To achieve these functions, insulator sites 
either show a particular chromatin structure or are bound by insulator proteins. Marks like 
histone acetylation, H3K9 monomethylation and H2A.Z incorporation have been associated 
with insulator activity (Barski et al., 2007). The most well-studied insulator protein is CTCF, 
which binds between 13,000 and 30,000 target sites, depending on cell line (Cuddapah et al., 
2009; Kim et al., 2007) and is thought to be the only vertebrate insulator protein (Bell et al., 
1999). As a possible mechanism, it has been proposed that CTCF collaborates with cohesin to 
organize chromatin domains into loops, thereby physically separating different chromatin 
types (Carretero et al., 2010).  
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1.3 TRANSCRIPTION 
One of the most important processes in a cell is arguably transcription. A single mammalian 
cell typically contains around 200,000 mRNA molecules (Shapiro et al., 2013), which are 
being produced at speeds between 2 and 4 kbp/min (Fuchs et al., 2014; Tennyson et al., 
1995). This task is accomplished through three RNA polymerase (Pol) complexes, with Pol I 
transcribing ribosomal RNA, Pol III responsible for small RNAs like tRNAs and Pol II 
covering mainly mRNA. 
To perform the complex steps required to transcribe a DNA sequence into RNA, Pol II forms 
a 500 kDa complex consisting of 12 subunits (Armache et al., 2003; Bushnell and Kornberg, 
2003). However, various transcription factors, co-activators and chromatin proteins are 
necessary for efficient transcription, justifying the term ‘transcription machinery’. The 
process of transcription can be divided into three steps: initiation, elongation and termination, 
each associated with its own regulation and co-factors. 
In the first step in transcription initiation, activator proteins bind upstream of the gene 
promoter, where they recruit co-activators such as Mediator and the SAGA complex. These 
co-activators alter the chromatin structure to allow access and assembly of the transcription 
machinery. Pol II can now come together with general transcription factors to form the 
pre-initiation complex (PIC). Among the general transcription factors, the TATA-Box 
binding protein (TBP) and TFIIB form the core of the PIC and are indispensable for 
transcription, whereas TFIIE is not required (Hausner et al., 1996; Parvin and Sharp, 1993; 
Qureshi et al., 1997). The direction of transcription is determined by TFIIB recognition 
elements upstream and downstream of the TATA box (Deng and Roberts, 2005; Lagrange et 
al., 1998; Littlefield et al., 1999; Qureshi and Jackson, 1998; Tsai and Sigler, 2000), although 
divergent transcription has been observed in yeast and mammals (Churchman and Weissman, 
2011; Seila et al., 2008). To start transcribing, the PIC needs to move from a closed state, 
with DNA still double-stranded, to an open state, with a transcription ‘bubble’ forming and 
exposing about 15 bp of unwound, single-stranded DNA. This process requires ATP-
dependent helicase activity and is described as ‘promoter melting’. The distance between the 
TATA box and the transcription start site (TSS) is around 30 bp in almost all genes that 
contain a TATA box (Smale and Kadonaga, 2003). In yeast cells, this distance is larger, 
between 40 and 120 bp (Struhl, 1989). It has been proposed that Pol II follows the same 
promoter melting process in yeast, but then scans for the TSS downstream of the TATA box 
(Giardina and Lis, 1993). This is supported by the observation that mutations in TFIIB, 
TFIIF, or Pol II subunits can affect TSS location (Ghazy et al., 2004; Hull et al., 1995; Pinto 
et al., 1994). 
The last step of initiation and first step of elongation is called promoter escape. During this 
phase, TFIIB leaves the PIC, interactions between DNA and TBP are broken, and Pol II can 
start transcribing (Dvir, 2002). From about 25 nt of nascent RNA, Pol II forms a stable 
elongating complex. Having completed their task, most general transcription factors are 
released at this stage. At the same time, the nascent RNA receives its 7-methylguanylate cap, 
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increasing its stability. Pol II can now move stepwise through the coding-sequence, adding 
nucleotides complementary to the exposed DNA sequence in a ratchet-like manner. Potential 
errors can be corrected due to the proof-reading capability of Pol II, leading to a very low 
error rate of ~4x10-6 (Gout et al., 2013). 
Once the end of the coding sequence is reached, a polyadenylation signal is added into the 
mRNA, leading to termination of transcription (Lykke-Andersen and Jensen, 2007). This 
signal is recognized by cleavage and polyadenylation factors, which cut the nascent RNA and 
release it from the Pol II complex. A polyA-tail is now added and splicing occurs 
co-transcriptionally, resulting in an mRNA that can be translated into protein. 
The process of transcription is tightly regulated, both on the chromatin level and on RNA 
polymerase itself. The C-terminal domain (CTD) of the Rpb1 subunit contains up to 52 
repeats of a peptide sequence that can be phosphorylated at different positions (Meinhart and 
Cramer, 2004). While in the PIC, the CTD is unphosphorylated, however phosphorylation on 
Serine 5 (Ser5ph) is required for promoter escape. Throughout elongation, Ser5ph and Ser7ph 
are present, while Ser2ph is found when Pol II reaches the termination stage (Brookes and 
Pombo, 2012; Chapman et al., 2007; Corden, 1993; Komarnitsky et al., 2000; Marshall et al., 
1996a). Histone modifications are also used to mark different sections within the coding 
sequence. While the 5’ end of the gene is dominated by acetylated histone tails and 
H3K4me3, the 3’ end is marked by H3K36me3 (Smolle and Workman, 2013). The 
H3K36me2 and H3K79me marks are present throughout the gene body. These modifications 
are thought to help define the different regions and prevent aberrant intragenic transcription. 
 
1.4 RNA INTERFERENCE – A LINK BETWEEN TRANSCRIPTION AND 
SILENCING 
The RNA interference (RNAi) machinery was originally discovered in the worm 
Caenorhabditis elegans, where it provides a way to regulate mRNA levels in the cytoplasm 
through complementary small RNAs (Mello and Conte, 2004). In this post-transcriptional 
gene silencing (PTGS) mechanism, the endonuclease Dicer cuts double stranded RNA into 
small RNAs (called siRNA), which can be bound by the Argonaute protein and turned into 
single stranded RNA. The small RNA recognizes its complementary mRNA in the 
cytoplasm, bringing it into contact with Argonaute and its binding partners, which form the 
RISC complex. In this close proximity, RISC can now cleave the target mRNA, preventing 
its translation. 
Since PTGS had been described to act on the mRNA level, it came as a surprise that 
mutations in RNAi components alleviate silencing at pericentric heterochromatin in S. pombe 
(Volpe et al., 2002). This posed the question how RNAi is able to influence gene expression 
on the chromatin level. Interestingly, the pericentric repeats are not entirely silent, but show a 
burst of transcription during the S-phase of the cell cycle (Kloc et al., 2008). These low levels 
of transcription are required for pericentric silencing (Djupedal et al., 2005; Kato et al., 2005; 
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Volpe et al., 2002). The nascent RNA forms short double stranded sections, either through 
primal small RNA (Halic and Moazed, 2010) or through folding into secondary structures 
(Djupedal et al., 2009). These serve as a primer for an RNA-dependent RNA polymerase to 
synthesize a complementary RNA strand (Motamedi et al., 2004). The resulting dsRNA can 
be cleaved into small RNAs by Dicer, similar to its role in PTGS. Instead of targeting the 
RNA for cleavage, the small RNAs are incorporated into Argonaute and the RITS complex 
(Verdel et al., 2004). RITS then in turn recruits Clr4, the HKMT that methylates H3K9 in 
fission yeast, establishing heterochromatin over the pericentric repeats. The chromodomain of 
Chp1, a subunit of the RITS complex, can then bind methylated H3K9 and further anchor the 
complex. This mechanism of small RNA targeted heterochromatin formation has since been 
named transcriptional gene silencing (TGS) and parallels have been found in other organisms 
(Bourc'his and Voinnet, 2010; Huisinga and Elgin, 2009; Malecová and Morris, 2010; 
Matzke et al., 2009). 
 
1.5 TRANSPOSABLE ELEMENTS 
While protein coding genes and their regulation are the focus of most research efforts, the 
genome contains many other elements of interest. Transposable elements stand out among 
these: they can make up a large proportion of a species’ genome (e.g. 75% of the Zea mays 
genome (SanMiguel et al., 1996; Schnable et al., 2009)), but it remains a matter of debate 
whether they are actually useful for the cell. Transposons have also been described as ‘selfish 
DNA’, since the proteins they encode only affect their own movement and survival. There are 
two main types of transposable elements: DNA transposons and RNA transposons, also 
called retrotransposons (Levin and Moran, 2011). Compared to retrotransposons, DNA 
transposons do not propagate. Instead, they use a cut-and-paste mechanism, jumping from 
one location to another. In contrast, retrotransposons use an RNA intermediate for 
propagation. First, Pol II transcribes the transposon, with the resulting mRNA encoding for 
the reverse transcriptase and integrase enzymes. The reverse transcriptase then uses the 
mRNA to make cDNA, which can be inserted into a new locus by the integrase. Based on 
their structure and the priming mechanism used during reverse transcription, retrotransposons 
are divided into long terminal repeat (LTR) retrotransposons and non-LTR retrotransposons. 
Both classes are abundant in mammals, e.g. the non-LTR LINE-1 and SINE elements make 
up about 30% of the human genome (Lander et al., 2001). 
The choice of integration site is critical for the survival of transposable elements. If the 
insertion causes a detrimental mutation, both the host cell and the transposons in its genome 
are eliminated. Therefore, transposable elements have evolved to prefer insertion sites that do 
not negatively affect the fitness of the host cell, but also ensure their own propagation. One 
strategy is to insert into heterochromatin domains or gene-poor regions, as in the case of the 
budding yeast Ty5 transposon (Zou and Voytas, 1997; Zou et al., 1996; 1995). Some 
transposons have evolved to target gene-rich regions, but insert outside of the coding 
sequence. In S. cerevisiae, the Ty1 and Ty3 transposon integrate upstream of Pol III 
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transcribed genes (Bushman, 2003; Devine and Boeke, 1996; Lesage and Todeschini, 2005). 
Similarly, the fission yeast Tf1 transposon targets promoters of Pol II transcribed genes, 
especially stress response genes regulated by the transcription factor Atf1 (Behrens et al., 
2000; Guo and Levin, 2010; Majumdar et al., 2011; Singleton and Levin, 2002). This strategy 
is thought to be beneficial for the host cell, since transposon integration can alter the 
expression of adjacent genes when they are inserted (Leem et al., 2008). It has been proposed 
that this provides a way to increase genetic diversity and adaptability to stress conditions, 
positively affecting the fitness of the host (McClintock, 1984). Some retroviruses, which are 
thought to be related to retrotransposons, show the same preferential integrase behavior, e.g. 
HIV-1 (Mitchell et al., 2004), although in this case likely to escape detection. 
Transposon integration not only poses a threat through possible mutations, but also increases 
the amount of DNA to be copied in each cell cycle, slowing down growth. Host organisms 
have therefore evolved strategies to prevent uncontrolled spreading of the transposons 
throughout the genome. DNA methylation has proved to be useful for repression of 
retrotransposons in organisms with larger genomes (Selker et al., 2003; Yoder et al., 1997), as 
deletion of the DNA methyltransferase DNMT-3L in mice leads to reactivation of 
retrotransposons (Bourc'his and Bestor, 2004). RNAi provides a mechanism to combat 
retrotransposon spreading by digesting the transposon RNA before it can be turned into 
cDNA. In one pathway, the RNAi response is triggered by dsRNA stretches in the transposon 
mRNA, resulting in Dicer recruitment, siRNA production and degradation through RISC 
(Malone and Hannon, 2009). A second strategy is the use of piRNAs produced from clusters 
of transposon-derived sequences. These are then recognized by PIWI/Aubergine proteins 
which cleave the transposon mRNA. The resulting small RNAs can then be used to degrade 
further mRNAs, creating an amplification cycle (Aravin et al., 2007). 
Irrespective of these strategies, transposons have penetrated nearly all species. However 
detrimental they are, there are more and more hints that transposable elements can also be 
beneficial for an organism. As mentioned above, transposons are thought to increase genome 
plasticity and adaptability to stress conditions. Some organisms allow limited transposition 
events in germ cells and early development, increasing genetic diversity in future generations. 
Transposition events in somatic cells are thought to contribute to brain plasticity (Muotri et 
al., 2010; Rehen et al., 2001; Westra et al., 2010). In the long run, it might be worth for a cell 
to handle the extra load of transposons during replication for the benefit of greater 
adaptability. 
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1.6 NUCLEAR ORGANIZATION 
1.6.1 Basics of nuclear architecture 
When discussing transcription, DNA repair, or DNA replication, the location where these 
processes take place is often neglected. The nucleus is not only the cellular compartment 
containing chromosomal DNA, surrounded by nuclear envelope. It is specialized to store, 
maintain, replicate and transcribe those chromosomes and contains a variety of substructures 
that support these processes. 
Defining the borders of the nucleus, the nuclear envelope is formed by the inner (INM) and 
outer nuclear membrane (ONM), which are separated by the 40-50 nm wide perinuclear 
space (Burke and Stewart, 2014). The ONM is continuous with the endoplasmatic reticulum 
(ER) (Callan and Tomlin, 1950) and contains proteins required to position and stabilize the 
nucleus within the cell (Hetzer, 2010). The INM contains a multitude of transmembrane 
proteins (Schirmer and Foisner, 2007) that protrude into the nuclear interior. In addition, 
metazoan nuclei contain the nuclear lamina, a protein network lining the nuclear envelope 
which provides stability and organizes chromatin. The exchange between nucleus and 
cytoplasm occurs through nuclear pore complexes, which are embedded into the nuclear 
envelope. 
Within the nucleoplasm, the most prominent landmark are the nucleoli, the compartments 
where rRNA is transcribed and assembled into ribosome subunits. In addition, many smaller 
structures have been described, such as paraspeckles, PML bodies and Cajal bodies, which 
are involved in RNA processing (Mao et al., 2011). 
 
1.6.2 Levels of nuclear organization 
The simplest organization of the genome becomes apparent by a look through the 
microscope. Heterochromatin was first described in the 1920s, as the material at the nuclear 
periphery stained darker than the rest of the chromatin (Heitz, 1928). The distribution of 
heterochromatin depends on species and cell type and does not reveal much about the 
functionality of chromatin apart from its position. 
Moving down to individual chromosomes, a different picture emerges (Fig. 2). Rather than 
intermingling indiscriminately, chromosomes take up territories in the nucleus  (Cremer et al., 
2000). This arrangement favors intra-chromosomal over inter-chromosomal contacts. The 
degree of intermingling between territories is controversial, with some favoring the model of 
a chromatin-free space between the territories and others arguing that there is substantial 
contact between chromosomes (Branco and Pombo, 2006; Cremer et al., 2000; Markaki et 
al., 2012; Olivares-Chauvet et al., 2011). In addition, the relative position of individual 
chromosomes in the nucleus is not random. Instead, defined pairings of chromosomes are 
found in many cell types (Cremer et al., 2001; Dundr and Misteli, 2001; Kuroda et al., 2004; 
Parada et al., 2004). The position of chromosomes with respect to the nuclear envelope 
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depends on their gene density (Boyle et al., 2001; Cremer et al., 2001; Croft et al., 1999), 
with gene-poor chromosomes closer to the nuclear envelope. The level of transcription also 
matters, e.g. the active and inactive X-chromosomes in female mammals are positioned 
differently (Chaumeil et al., 2006). 
On each chromosome, the telomeres and centromeres can have specific localization patterns, 
depending on the species. The centromeres in fission yeast cluster at the nuclear periphery, 
opposite the spindle pole body (SPB), throughout the cell cycle (Funabiki et al., 1993; Uzawa 
and Yanagida, 1992). In plants, centromeres move into this conformation during meiosis 
(Bass et al., 1997; Cowan et al., 2001). At the ends of the chromosomes, the telomeres also 
tend to prefer certain positions. While in yeasts telomeres attach permanently to the nuclear 
envelope (Galy et al., 2000; Scherthan et al., 2000), this occurs only transiently in metazoans 
during meiotic recombination. Both centromere and telomere tethering is thought to occur 
through SUN proteins (Bupp et al., 2007; Chikashige et al., 2006; Conrad et al., 2007; Hou et 
al., 2012; Schmitt et al., 2007). In fission yeast, the SUN protein Sad1 was shown to interact 
with the kinetochore protein Csi1, anchoring the centromeres (Hou et al., 2012). 
Within the chromosome territories, chromatin folds itself into modular domains. These 
topologically associated domains (TADs) are formed from a continuous chromatin strand that 
folds into a globular structure, with more internal interactions than contacts to the outside 
(Dixon et al., 2012; Lieberman-Aiden et al., 2009; Sexton et al., 2012). The size of these 
domains ranges from 100 kb to 10 Mb in D. melanogaster (Sexton et al., 2012), and show a 
median size of 880 kb in mouse embryonic stem cells. TAD borders are enriched for CTCF 
binding sites and housekeeping genes (Dixon et al., 2012), and, although usually well-
defined, can shift between cell types (Andrey et al., 2013; Noordermeer et al., 2011). It is 
unclear whether similar structures exist outside the animal kingdom, although there is some 
evidence that the S. pombe genome forms globular structures that are comparable to TADs 
and bordered by cohesin binding (Mizuguchi et al., 2014). TADs mainly have a uniform 
‘flavor’ of chromatin – i.e. they consist either of only active chromatin or only repressive 
chromatin (Ciabrelli and Cavalli, 2014). However, it is important to note that while borders of 
TADs are generally well-defined by genetic features, the chromatin state of individual TADs 
can vary between cell types (Ciabrelli and Cavalli, 2014). 
When it comes to transcription, individual genes tend to follow a radial organization. Genes 
at the nuclear periphery tend to have lower expression levels, replicate late and are marked by 
chromatin marks associated with silent chromatin (Kind and van Steensel, 2010). DamID 
experiments in fruit fly, human and mouse cells found genome regions associating with the 
nuclear lamina, called lamina-associated domains (LADs) (Guelen et al., 2008; Peric-Hupkes 
et al., 2010; Pickersgill et al., 2006). Varying in size between 0.1 and 1 Mb, LADs are 
characterized by low expression levels, repressive chromatin marks (low Pol II levels, low 
H3K4me3, high H3K9me2) and marked by CTCF binding at borders (Guelen et al., 2008; 
Pickersgill et al., 2006). This architecture is largely unchanged during development. 
However, individual genes that reside in LADs dissociate from the lamina when they are 
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activated during differentiation (Peric-Hupkes et al., 2010). The main factor defining 
chromatin-lamina interactions appears to be the H3K9me2 mark, since LADs displaced from 
the nuclear periphery lose H3K9me2 but do not increase in histone acetylation or 
transcription (Kind et al., 2013). It has therefore been suggested that H3K9me2 is required for 
peripheral localization (Towbin et al., 2012). In agreement with this hypothesis, a knockout 
of G9a, the HKMT responsible for setting H3K9me2, reduced LAD-nuclear lamina 
interactions (Kind et al., 2013). In addition to histone marks, DNA sequence also appears to 
play a role in defining LADs, as AT-rich sequences show a stronger preference for lamina 
association (Meuleman et al., 2013). 
At the level of individual loci, loop formation helps to bring distal elements together to 
facilitate e.g. transcriptional initiation. In this way, enhancer elements and gene promoters 
can be brought in close proximity. On the whole, it appears that individual genes have their 
defined positions in the nucleus. Single loci can be localized reproducibly at similar distances 
to the nuclear envelope (Marshall et al., 1996b) and genes can be found within a defined 
territory in yeast (Berger et al., 2008). Tethering of reporter genes to nuclear membrane 
proteins has been used to examine the effects of nuclear envelope association on individual 
genes (Finlan et al., 2008; Kumaran and Spector, 2008; Reddy et al., 2008). Two of the loci 
studied showed reduced expression levels when tethered, which increased when released 
(Finlan et al., 2008; Reddy et al., 2008). One study found no change in expression (Kumaran 
and Spector, 2008), but used a strong inducible promoter for the reporter gene, which might 
explain why it was able to overcome the effects of peripheral positioning. In general, it 
appears that movement towards the nuclear periphery is accompanied by reduction in 
expression, while movement towards the interior allows for activation, but does not 
necessitate it (Stancheva and Schirmer, 2014). 
All levels of nuclear organization are dynamic, although to varying extents. Entire 
chromosomes can change their position rapidly upon stimulation (Mehta et al., 2010). 
Genome organization takes some time to re-establish after mitosis, e.g. some LADs start out 
in the interior after cytokinesis and take up to 15 h to get back into contact with the nuclear 
periphery (Kind et al., 2013). While chromosome territories in one cell type stay as they were 
established early in G1, individual loci can move rapidly and dramatically (Müller et al., 
2010). This movement requires ATP and happens 4x faster than diffusion (Levi et al., 2005). 
An inducible transgene moves towards the nuclear interior within 1-2 h after induction, but 
requires nuclear actin and nuclear myosin for translocation (Chuang et al., 2006). 
When considering nuclear organization, it is important to think about the levels described 
above. The behavior of a single locus can depend on its own local structure, its position 
within a TAD, its distance to the nuclear periphery and its position within the chromosome 
territory. 
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Figure 2: Levels of nuclear organization. The chromosomes occupy territories in the nucleus (center). At the 
nuclear envelope, repressed chromatin interacts with the nuclear lamina and INM proteins, while active 
chromatin is located away from the periphery in the interior of the nucleus (A). Nuclear pore complexes form an 
exception, with nucleoporins interacting with active chromatin (B). In the nucleus, genes come together outside 
their chromosome territories in transcription factories (C). Within each chromosome, chromatin folds into 
topologically associated domains (TADs) organizing the genome into smaller units (D).  
 
1.6.3 Components of the nuclear envelope – lamins and INM proteins 
The nuclear envelope is a complex environment, with nuclear pores, the nuclear lamina and a 
multitude of transmembrane proteins forming a landscape of interaction points for chromatin 
(Cronshaw et al., 2002; Dreger et al., 2001; Rout et al., 2000; Schirmer et al., 2003). All these 
factors have their own function in organizing and regulating nuclear processes. 
Underneath the nuclear envelope, the nuclear lamina forms a filamentous mesh, about 10-
20 nm thick, which is pierced by and interacting with INM proteins (Höger et al., 1991). The 
network is built by polymerization of lamins, which belong to the family of type V 
intermediate filament proteins (Erber et al., 1999). Compared to the actin and tubulin 
filaments that form the cytoskeleton, these filaments are relatively elastic. To form a network, 
lamins first dimerize and then assemble head-to-tail to form protofilaments that can integrate 
into larger networks (Gruenbaum and Medalia, 2014). Importantly, yeasts seem to lack a 
nuclear lamina, since lamin genes have only been found in metazoan species. Mammals 
encode for two types of lamins: type A and type B, which differ in length and expression 
patterns. Apart from the nuclear lamina, a soluble fraction of both lamin types is also found in 
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the nucleoplasm (Dechat et al., 2000; Dyer et al., 1997; Moir et al., 1994). Lamin A interacts 
with the LEM-domain protein LAP2α, working together in cell-cycle regulation and tumor-
suppression (Markiewicz et al., 2002). Lamin B is involved in stabilizing DNA damage sites 
for repair (Moir et al., 2000). 
Close to and interacting with the nuclear lamina, INM proteins form another important 
component of the nuclear envelope. More and more of these proteins have been identified in 
the last decade (Korfali et al., 2010; Schirmer et al., 2003). Interestingly, their expression 
patterns differ between tissues (Korfali et al., 2010; 2012; Wilkie et al., 2011), which has 
been proposed to direct chromatin organization in different cell types (Korfali et al., 2010; 
Zuleger et al., 2013). Different INM proteins have been shown to interact with different 
chromatin-binding proteins, allowing for altered genome positioning depending on their 
expression levels. Some of these partners link to transcriptionally silent chromatin (Brown et 
al., 2008a; Makatsori et al., 2004; Ye and Worman, 1996), leading to distribution of 
heterochromatin at the NE (Solovei et al., 2013; Zullo et al., 2012). 
One important group of INM proteins carry a LEM domain in their nucleoplasmic tails, such 
as Emerin, LEM2, MAN1 and LAP2β (Brachner and Foisner, 2011). Many of these proteins 
interact with the chromatin-associated BAF protein (Barrier-to-autointegration factor, not to 
be confused with the chromatin remodeling factor BAF!) (Dorner et al., 2007; Furukawa, 
1999; Lee et al., 2001; Mansharamani and Wilson, 2005). BAF can bind to both naked DNA 
and chromatin (Margalit et al., 2007), but specifically interacts with the HKMT G9a (Montes 
de Oca et al., 2011) and transcription factors (Wang et al., 2002). Furthermore, LAP2β and 
emerin interact with HDACs (Holaska and Wilson, 2007; Somech et al., 2005), while MAN1 
regulates SMAD transcription factors through interaction with Smad2 and Smad3, enhancing 
Smad transcriptional activity (Bourgeois et al., 2013; Lin et al., 2005). 
The nuclear envelope also connects the genetic material to stimuli from the outside world, 
since proteins in the ONM connect to cytoskeleton and to INM proteins, which in turn 
connect to chromatin (Tapley and Starr, 2013). The main factor in this process is the LINC 
complex, which consists of transmembrane proteins linking cytoskeleton and chromatin. 
KASH-domain proteins in the ONM interact with all types of cytoskeletal networks (actin, 
intermediate filaments, microtubuli) (Burke and Stewart, 2014). In the perinuclear space, 
KASH proteins interact with SUN-domain proteins, forming LINC complexes. Inside the 
nucleus, SUN proteins protrude into the nucleoplasm and interact with lamins and other 
factors (Crisp et al., 2006; Haque et al., 2006). In this way, LINC is thought to provide a 
physical connection between forces affecting the cytoskeleton (internal and external) and 
chromatin, allowing for signaling across the nuclear envelope. 
 
1.6.4 Components of the nuclear envelope – Nuclear pore complexes 
The nuclear pore complexes (NPCs) are the gatekeepers of the nucleus, controlling the 
exchange with the cytoplasm. More than 30 proteins, called nucleoporins, come together in 
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multiple copies to form this large, multi-protein complex, with a molecular weight >40 MDa 
in yeast and >60 kDa in mammals (Alber et al., 2007; Cronshaw et al., 2002; Rout et al., 
2000). The nucleoporins are arranged at an eight-fold symmetry around a central axis, with 
spikes extending into the cytoplasm and a basket-like structure reaching into the nucleoplasm. 
These formations help to keep the pore channel entry and exit points free from chromatin and 
cytoplasmic material, ensuring efficient transport through the pore. On the inside of the NPC 
are core nucleoporins, which are well conserved throughout evolution, building up the 
structure and interacting with transported material. Passage through the NPC can occur 
passively for material up to a certain size limit, but requires assistance of importin and 
exportin complexes for larger material. In addition to the core nucleoporins, there are also 
NPC components that shuttle from the pore to the nuclear interior (Dilworth et al., 2001; 
Rabut et al., 2004). 
The first point of interaction with chromatin occurs at the nuclear basket, which is comprised 
of the coiled-coil Tpr protein (Mlp1/Mlp2 in yeast), and Nup50 (Guan et al., 2000; Jarnik and 
Aebi, 1991). In budding yeast, Mlp1 and Mlp2 are involved in telomere tethering and 
required for silencing of subtelomeric genes (Feuerbach et al., 2002; Galy et al., 2000; 
Maillet et al., 2001; Scherthan et al., 2000). In general, NPCs are in contact with less dense 
chromatin compared to the rest of the nuclear envelope (Schermelleh et al., 2008). 
Accordingly, nucleoporins were found to interact mainly with actively transcribed chromatin 
(Capelson et al., 2010; Kalverda et al., 2010; Vaquerizas et al., 2010). In yeast, Mlp1 interacts 
with SAGA and the mRNA export complex TREX2 (Cabal et al., 2006; Luthra et al., 2007; 
Pascual-Garcia et al., 2008; Rodriguez-Navarro et al., 2004), both found at actively 
transcribed genes. It is however still unclear if the interactions between nucleoporins and 
active genes are occurring at the NPC or in the nuclear interior, with nucleoporins acting as 
recruitment factors (Kalverda et al., 2010). 
Decades ago, it had been proposed that NPCs work in gene gating, by interacting with 
transcriptionally active genes to ensure rapid mRNA export and target mRNA to specific 
parts of the cell (Blobel, 1985). Since then, studies from various species have come to 
different conclusions regarding this hypothesis. In budding yeast, many inducible genes move 
from the nuclear interior to the nuclear periphery upon activation (Brickner et al., 2007; 
Taddei et al., 2006). This activation involves several nucleoporins and the SAGA complex 
(Cabal et al., 2006; Dieppois et al., 2006; Luthra et al., 2007; Taddei et al., 2006). In addition, 
some genes carry gene recruitment sequences (GRS) in their promoters, which are required 
for targeting them to nuclear pores (Ahmed et al., 2010; Brickner et al., 2012; Brickner and 
Walter, 2004). In contrast, nucleoporins have also been shown to be involved in silencing, 
e.g. Nup170 is involved in repression of subtelomeric genes (Van de Vosse et al., 2013). In 
C. elegans, the opposite shift was observed, with developmentally induced genes moving 
from periphery to the interior upon activation (Meister et al., 2010b). However, stress-
induced genes in worms were found to move laterally along the nuclear perimeter towards 
NPC when activated (Rohner et al., 2013). Similar results were obtained in D. melanogaster, 
where nucleoporins associate with actively transcribed regions, e.g. in male X-chromosome 
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dosage compensation. Nucleoporins were found to interact with developmental and stress-
induced genes (Capelson et al., 2010; Kalverda et al., 2010), but this interaction is thought to 
take place in the interior (Kalverda et al., 2010). In mammals, developmentally induced genes 
were again observed to move from the periphery to the nucleoplasm (Ragoczy et al., 2006; 
Takizawa et al., 2008; Williams et al., 2006). Here, nucleoporins are involved in 
transcriptional regulation in the nuclear interior, e.g. Nup98 shuttles back and forth between 
the NPC and the nucleoplasm (Chatel et al., 2012; Griffis et al., 2002; Liang et al., 2013; 
Singer et al., 2012) and works in transcriptional memory (Light et al., 2013). In summary, the 
gene gating hypothesis holds true in yeasts, with inducible genes moving to the NPC upon 
activation. Although nucleoporins are also involved in transcriptional regulation in metazoan 
systems, they appear to fulfill this function away from the NPC, in the nuclear interior. 
 
1.6.5 Spatial organization of nuclear processes 
Not only the genome, but also the processes associated with it show non-random positioning 
patterns. Many of these functions occur in foci, which allows for an efficient and controlled 
use of enzymes and co-factors. 
A prime example for these foci are transcription factories, which were first observed through 
incorporation of halogenated nucleotides (Jackson et al., 1993; Wansink et al., 1993). All 
three RNA polymerases form transcription factories, with a small number of Pol I foci at the 
nucleolus, and many more Pol II and Pol III foci in the nucleoplasm (Iborra et al., 1996; 
Jackson et al., 1993; Wansink et al., 1993). The number of transcription factories varies 
between species and cell types, but is roughly proportional to size of the nucleus (Faro-
Trindade and Cook, 2006; Osborne et al., 2004). Transcription factories are defined as 
nuclear sites with at least two distinct transcription units coming together and being 
transcribed (Cook, 2010; Osborne et al., 2004), although there are on average 8-10 
transcription units per factory (Dekker et al., 2002; Jackson et al., 1993; Kimura et al., 1999; 
Osborne et al., 2004; Schoenfelder et al., 2010). Each factory contains transcription factors, 
RNA polymerase complexes, proteins of the splicing machinery, and histone modifiers 
(Melnik et al., 2011), allowing all steps of the process to occur in one place. 
Transcription factories also provide spaces for genes from different chromosomes to 
intermingle (Branco and Pombo, 2006; Mehta et al., 2010), especially since active genes tend 
to lie outside their chromosome territory (Chambeyron and Bickmore, 2004; Gilbert et al., 
2004; Mahy et al., 2002). Additionally, induced genes tend to move from the inside of their 
territory to the outside, toward transcription factories (Osborne et al., 2007; Volpi et al., 
2000). This process has a certain degree of specificity, with gene pairs coming together in the 
same transcription factory. This is one of the reasons why translocations of specific gene 
pairs are common in diseases: although they are on different chromosomes they come 
together to be transcribed in transcription factories, where translocations can occur (Branco 
and Pombo, 2006; Küppers and Dalla-Favera, 2001; Osborne et al., 2007; Parada et al., 2004; 
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Roix et al., 2003; Zhang et al., 2012). Interestingly, co-expressed genes have been observed 
to share transcription factories, possibly due to limited transcription factor availability in the 
nucleus (Eskiw and Fraser, 2011; Fullwood et al., 2009; Kang et al., 2011; Osborne et al., 
2004; Papantonis et al., 2010; Splinter et al., 2011). 
Replicating the human genome is an enormous task, with three billion base pairs that have to 
be faithfully copied at a speed of 33 nucleotides per second (Fangman and Brewer, 1992). 
Since starting at the chromosome ends and working inward would take a very long time, 
replication instead starts in parallel at replication origins, of which there are about 30,000 in 
the human genome (Cayrou et al., 2011). At these sites, replication starts by binding of the 
origin recognition complex (ORC), which is able to recruit other components to assemble a 
pre-replication complex (pre-RC). Initiation occurs through two cell cycle-regulated kinases, 
DDK and CDK, which are activated at the G1-to-S transition. By phosphorylating key 
components, these kinases allow for assembly of the complete replisome and initiation of 
DNA synthesis (Aparicio, 2013). 
Replication origins are defined by sequence motifs (Stinchcomb et al., 1979), but their 
efficiency and timing vary depending on chromatin context: depending on its location on the 
chromosome, an origin might start replication earlier or later. In yeast, centromeric sequences 
replicate early, while telomeric and subtelomeric sequences replicate later (Ferguson and 
Fangman, 1992). The positioning of an origin within the nucleus also affects its replication 
timing. Origins tethered to the nuclear envelope through Taz1 in yeast replicate later than 
those in the nuclear interior (Tazumi et al., 2012). It has been proposed that this difference in 
timing is due to limiting of the replication complex component Cdc45 to foci in the nucleus. 
These structures are held together by dimerization of the Fox transcription factors Fkh1/2 and 
form factory-like structures (Ostrow et al., 2014). Origins close to replication foci experience 
earlier activation of replication origins, while loci tethered to the nuclear envelope are 
sequestered away from these foci and fire later (Aparicio, 2013). Interestingly, replication 
timing is organized by TADs, with some domains replicating earlier and some later. The 
differences in replication timing tend to coincide with TAD boundaries, effectively forming 
‘replication domains’ (Pope et al., 2014). 
Repair of double strand breaks (DSBs) is immensely important to avoid translocations and 
chromosome loss, as well as ensure faithful cell division. Two pathways used to mend DSBs: 
Homologous recombination repair (HRR) uses the homologous chromosome to repair the 
break. Non-homologous end-joining (NHEJ) repairs the break by resecting and ligating the 
two ends. While HRR results in faithful repair of the break site, NHEJ can lead to mutations 
since chromosomal material is lost in the process. Both processes occur in repair foci, which 
form around a DNA damage site where DNA-repair factors accumulate. These foci can 
extend up to 1 Mb from the site of damage (Lukas et al., 2005), which has been proposed to 
stabilize the DNA break in space keeping the ends from drifting apart. In yeast, repair centers 
can recruit and mend multiple DSBs, even when they occur away from the repair center 
(Lisby and Rothstein, 2004; Lisby et al., 2003a; 2003b). An increase in the number of lesions 
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will therefore not increase the number of repair foci. In some cases, DNA repair might 
require tethering to the NE (Mekhail et al., 2008; Oza et al., 2009). In mammals, broken ends 
are largely immobile (Soutoglou et al., 2007), therefore repair factors need to be recruited 
from the nucleoplasmic pool to come together at the repair site. Close proximity between 
homologs is important during HRR, since genome regions with overlapping territories 
recombine more efficiently compared to regions more distant (Agmon et al., 2013). 
 
1.6.6 Nuclear organization in development and disease 
With spatial positioning affecting all levels of genome organization and all major nuclear 
processes, it is not surprising that nuclear organization is important during development. In 
mammalian cells, lamin expression patterns change during differentiation. While at least one 
B-type lamin is expressed in all nucleated cells, A-type lamin expression can vary 
considerably. A-type lamins are not expressed in early embryonic stages and are lacking in 
some tissues even after birth, e.g. hematopoietic cells (Röber et al., 1990). It has been 
proposed that Lamin B receptor (LBR) can substitute some of their functions in these tissues 
(Solovei et al., 2013). Nuclear organization varies between cell types, presumably reflecting 
the changes in gene expression during differentiation. Both chromosome positions and 
chromatin domains such as LADs are altered, with developmentally induced genes moving 
away from the nuclear envelope and stem cell genes moving toward it (Peric-Hupkes et al., 
2010). An interesting example of tissue-specific re-organization are rod cells in the eye, 
where the typical radial organization is reversed, with active chromatin at the nuclear 
periphery and heterochromatin in the center of the nucleus (Solovei et al., 2009). It has been 
proposed that this unusual structure allows the nuclei to act as lenses during light-sensing. 
This type of organization is thought to be achieved by different expression patterns of LBR 
and lamins A/C (Solovei et al., 2013). 
Alterations in nuclear architecture are both hallmark and cause of various diseases. Mutations 
in lamins cause a group of syndromes called laminopathies, which range from muscular 
dystrophy to progeria (Worman et al., 2010). Similarly, mutations in INM proteins have been 
linked to various disorders affecting muscle, brain, bone and immune cells (Stancheva and 
Schirmer, 2014). One example is Emery-Dreifuss-Muscular-Dystrophy (EDMD) (Brown et 
al., 2008b)], most often caused by mutations in EMD, encoding emerin, or LMNA, encoding 
lamin A and C. On the cellular level, this results in dense chromatin breaking away from the 
nuclear envelope (Fidziańska, 1996). Patients suffer from muscle weakness in arms and legs, 
later on also affecting cardiac muscles and therefore impairing mobility and causing heart 
problems.  
A second example of laminopathies is Hutchinson-Gilford-Progeria-Syndrome (shortened to 
progeria) (Korf, 2008). Children born with the disease fail to thrive, show hardened skin, hair 
loss, degenerating eye sight and develop arteriosclerosis over time, few surviving past the age 
of 13. Progeria is caused by a mutation in LMNA (Eriksson et al., 2003) leading to a 
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precursor form of lamin A, progerin, which cannot be released from the nuclear membrane 
and accumulates there instead of moving into the nucleoplasm. Morphologically, this 
mutation causes nuclei to appear deformed, with bulges instead of a smooth, circular shape. 
Additionally, fibroblasts from progeria patients show reduced levels of H3K9me2 and 
H3K27me3, which characterize facultative heterochromatin, and increased levels of 
H4K20me3, typical for constitutive heterochromatin (Shumaker et al., 2006). 
Mutations in INM proteins, NPC components and lamins have been linked to different 
cancers, although they are likely not the direct cause for tumorigenesis in these cases 
(Stancheva and Schirmer, 2014). Expression levels of INM proteins and lamins are altered in 
certain cancer types, with reduced levels of emerin observed in ovarian cancer (Capo-chichi 
et al., 2011) and increased expression of lamin A/C found in ovarian, prostate and colorectal 
cancers (Skvortsov et al., 2011; Willis et al., 2008). Again, this could be a consequence of 
gene expression changes of other factors. However, chromosome positions can be altered in 
tumor cells (Cremer et al., 2003) and DNA methylation levels are altered in LADs in 
colorectal cancer (Berman et al., 2012).  
Taken together, these observations point to a strong interplay between genome organization 
and function, both during differentiation and in disease states. 
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2 METHODS 
2.1 FISSION YEAST AS A MODEL SYSTEM FOR CHROMATIN BIOLOGY AND 
NUCLEAR ORGANIZATION 
The fission yeast Schizosaccharomyces pombe was first found in millet beer brewed in East 
Africa and later isolated from French wine (Jeffares et al., 2015). The unicellular eukaryote 
forms rod-shaped cells 3-4 µm in diameter and 7-14 µm in length (Mitchison and Nurse, 
1985). In contrast to Saccharomyces cerevisiae, which forms buds during cell division, 
S. pombe divides symmetrically into two daughter cells of equal size. While the diameter 
stays constant, the cell elongates, forms a furrow along the middle and finally separates into 
two cells. Of the 2.5 hours it takes to progress through the cell cycle, fission yeast spends 
about 70% in G2 phase (Fig. 3). 
The S. pombe genome sequence was published in 2002 and confirmed a genome size of 
14.1 Mb and fewer than 5,000 protein-coding genes (Wood et al., 2002). Fission yeast has 
been used as a model organism for decades, since it is easy to cross, manipulate and grow, 
even in large scale. In over 50 years of fission yeast research, a large portfolio of techniques 
has been developed, including rapid forward and reverse genetics, biochemistry, proteomics 
and genome-wide analysis. Sir Paul Nurse used fission yeast to study cell cycle regulation, 
which proved to be highly conserved in eukaryotes and earned him and others the Nobel 
Prize for Physiology or Medicine in 2001 (Nurse, 2002). 
Fission yeast is especially suitable for chromatin research, since its chromatin structure and 
centromere organization is similar to that of more complex eukaryotes. The S. pombe genome 
also encodes for single copies of the enzymes involved in the RNAi machinery, which are 
missing in budding yeast. 
 
Figure 3: The vegetative live cycle of Schizosaccharomyces pombe. 
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2.2 MAPPING THE CHROMATIN LANDSCAPE: CHIP, DAMID, AND MNASE 
Much can be learned by studying the interactions between DNA and the myriad of proteins it 
comes into contact with in the cell. These interaction patterns can help to understand how 
DNA related processes work, to identify DNA sequence features and to study chromatin 
structure. 
Chromatin-immunoprecipitation (ChIP) commonly requires fixation as a first step, which 
covalently crosslinks DNA and protein in the cell (Durand-Dubief and Ekwall, 2009). Next, 
the cell lysate is sonicated to break up the DNA into smaller pieces. Specific antibodies are 
then used to pull down the protein of interest and the DNA sequences it was interacting with 
at the time of fixation. After reversal of crosslinking and DNA purification, these sequences 
can identified by sequencing or quantified by qPCR with site-specific primers. ChIP can yield 
insights into where a protein binds in the genome at a given time, but requires optimization 
for each antibody used and careful controls to make quantitative comparisons possible. 
DamID is a method similar to ChIP, but relies on marking protein targets in vivo rather than 
pulling them out with antibodies (van Steensel and Henikoff, 2000). To achieve this, a fusion 
protein of the DNA adenine methyltransferase Dam and the protein of interest is constructed 
and expressed in a cell line or strain. Any DNA sequence that comes into contact with this 
fusion protein will be methylated on the N6 position of adenine in GATC sequences. The 
genomic DNA extracted from these cells carries the methylated sites, which can be enriched 
through digestion with methylation specific restriction enzymes, adapter ligation and PCR. 
Both ChIP and DamID have their advantages and applications. DamID is especially useful 
for proteins that interact only transiently with the genome. The study of histone marks is only 
possible through ChIP with antibodies that recognize these modifications. In contrast to ChIP, 
DamID does not require fixation and is therefore less prone to artifacts. Antibody specificity 
is also not an issue. However, DamID maps always present the average of at least a few hours 
of interactions between protein and DNA, while ChIP can provide something more like a 
snapshot of interactions. Furthermore, DamID can only be used on cell lines that can be 
easily transfected and cultured.  
The mapping of nucleosome positioning presents a particular challenge. While ChIP with 
histone-specific antibodies has been used, the resulting maps tend to lack resolution 
(Bernstein et al., 2004). To achieve higher resolutions, methods are used which rely on 
differences in how accessible free DNA and nucleosomal DNA are for nucleases. Most 
common is the use of the endonucleases DNAseI and Micrococcal Nuclease (MNase), which 
will cut DNA between nucleosomes (Lantermann et al., 2009). As in ChIP, DNA-
nucleosome interactions are preserved by covalent crosslinking. The following nuclease 
digestion step then has to be timed carefully to obtain chromatin fragments with a few 
nucleosomes, but avoid degradation. This step is followed by reverse-crosslinking and 
purification of mono-nucleosomal DNA fragments through gel electrophoresis. The isolated 
DNA can then be analyzed through qPCR, microarrays or sequencing and used to produce 
nucleosome occupancy maps. 
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2.3 GENOME-WIDE ANALYSES: MICROARRAYS, HIGH THROUGHPUT 
SEQUENCING, AND BIOINFORMATICS 
To understand the effect of a deletion or the DNA binding pattern of a protein, it is important 
to look beyond the single locus at a genome-wide level. With more and more genomes 
sequenced and annotated, maps from ChIP or DamID can be put into context, so patterns and 
correlations become apparent. 
DNA microarrays provide a way to quickly access expression levels or protein interactions 
over a multitude of genome sites (Yazaki et al., 2007). Based on the known sequence of the 
genome, DNA probes are generated that map to loci of interest (e.g. exon arrays) or to the 
entire genome (in case of high resolution tiling arrays). These probes are then spotted onto a 
solid support and form a microarray-chip, which is commercially available from companies 
like Affymetrix or Agilent. The material to be analyzed, be it a cDNA or ChIP sample, is 
labeled with a fluorescent dye and then hybridized to the microarray. Depending on the 
abundance of a sequence within the sample, probe spots will now appear brighter or dimmer. 
The fluorescent signals are then scanned and converted into a numeric value for each probe. 
In this way, microarrays can provide a fast and relatively inexpensive way to assess 
transcription levels or protein binding, especially when probes are limited to a number of 
known targets. However, specificity is limited by the fidelity of the hybridization process: 
point mutations and sequences with high similarity are difficult to distinguish in this manner. 
The development of next-generation sequencing methods has provided strong competition to 
microarray technologies over the last decade, with sequencing now well underway to outclass 
arrays (Liu et al., 2012). In contrast to traditional sequencing, these approaches rely on 
thousands or even millions of sequencing reactions occurring in parallel. Similar to 
microarray technology, DNA samples are immobilized on solid supports, either slides or 
beads. As the samples are highly diluted in this step, each template forms the seed for local 
clonal ‘colonies’, which are formed through PCR amplification. In the sequencing reaction, 
the support is flooded with one type of nucleotide after another (454 pyrosequencing) or a 
pool of nucleotides individually labeled with a different fluorescent dye (Solexa/Illumina 
sequencing). After the correct base has been added, unincorporated nucleotides are washed 
away and a camera detects the signal for the incorporated base. This cycle is repeated until 
the possible read length is reached (commonly between 50 and 1000bp). The sequentially 
acquired images are then processed and reveal the sequence for each ‘colony’ on the support. 
Over the last years, speed of next-generation sequencing has increased dramatically, while 
costs continue to decrease. These technologies can be used for many applications, most 
commonly transcriptome analysis, ChIP-seq and whole genome sequencing. 
Independently of whether microarrays or sequencing are used, thorough bioinformatic 
analysis is required to extract, evaluate and interpret the large datasets produced by 
employing these methods. Sequencing data in particular contains millions or billions of reads, 
which need to be pre-processed, aligned with a reference genome and converted to 
quantitative data. In the case of microarray data, probe scores need to be normalized between 
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arrays to account for differences in hybridization efficiency and image acquisition. 
Sophisticated programs and pipelines have been developed over the last decade to perform 
these analyses, most prominently through the Bioconductor project (Gentleman et al., 2004) 
for the R statistical analysis language. The platform provides tools for microarray and 
sequencing analysis, as well as the possibility to generate graphical representations of 
complex data. 
 
2.4 VISUALIZING THE NUCLEAR INTERIOR: IMMUNOFLUORESCENCE, 
FISH, AND LIVE CELL IMAGING 
While binding maps of chromatin proteins and nucleosome occupancy maps can provide a 
wealth of information, they lack context on location and timescale of nuclear processes. 
Microscopy-based methods can help make these connections (Meister et al., 2010a). 
Immunofluorescence and Fluorescence In-Situ Hybridization (FISH) are used to visualize 
proteins and DNA, respectively. By using an antibody recognizing a chromatin protein or a 
probe complementary to a chromosome locus, these targets can be made visible using 
fluorescent dyes. The genome and the nuclear envelope can be stained with other dyes and 
antibodies, allowing to determine the place of the protein or locus of interest within nuclear 
structures. 
Although FISH and immunofluorescence microscopy can provide useful insights, it is 
important to note that these methods require a fixation step to preserve 3D-positioning 
throughout permeabilization, antibody incubation/hybridization, washes and imaging. Since 
the nucleus is relatively fragile, this can lead to artifacts. Expression of fusion constructs 
between nuclear proteins and fluorescent proteins like GFP allows observing nuclear 
morphology in vivo and over extended time periods. Even chromosomal loci can be 
visualized in this manner through insertion of lac-operon repeats into the DNA sequence and 
expression of lac-inhibitor fused to a fluorescent protein. However, fusing a fluorescent tag to 
a protein can alter their function and localization, photobleaching can impair study over 
longer timeframes, and care must be taken to prevent phototoxicity to cells due to prolonged 
exposure with strong laser light. 
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3 RESULTS AND DISCUSSION 
3.1 PAPER I - THE INNER NUCLEAR MEMBRANE PROTEINS MAN1 AND 
IMA1 LINK TO TWO DIFFERENT TYPES OF CHROMATIN AT THE 
NUCLEAR PERIPHERY IN S. POMBE 
As gene regulation occurs in three dimensions, there is a need for a closer look at 
chromosome organization. Specifically in fission yeast, only the rough contours of nuclear 
architecture were known previously. Both centromeres and telomeres bind to the nuclear 
envelope, with centromeres clustering opposite the SPB (Funabiki et al., 1993; Uzawa and 
Yanagida, 1992) and telomeres localizing away from the centromeres. Chromosome 
territories are thought to exist, as recombination frequencies were found to be higher within a 
chromosome than between chromosomes (Molnar and Kleckner, 2008). Furthermore, 
S. pombe cells lack a nuclear lamina, posing the question whether genome organization can 
be compared to metazoans. 
Starting from these observations, we set out to map which regions of the fission yeast genome 
come in contact with the nuclear envelope in logarithmically growing cells. The DamID 
methodology had been successfully applied in fruit fly, mouse and human cells towards the 
same end (Guelen et al., 2008; Peric-Hupkes et al., 2010; Pickersgill et al., 2006). Therefore 
we constructed fusion proteins of the Dam-methyltransferase and two INM proteins, 
reasoning that we would be able to obtain a more complete picture of the nuclear landscape in 
this manner. The first, Ima1, had been implicated in anchoring centromeres at the nuclear 
envelope (King et al., 2008) and is the homolog of the human Samp1 (Gudise et al., 2011). 
The second, Man1, contains a helix-extension-helix domain and is related to LEM-domain 
proteins (Brachner and Foisner, 2011). We carried out DamID experiments with both 
constructs and used high-resolution tiling microarrays to map the enriched fragments to the 
S. pombe genome. Using a Hidden Markov Model and bioinformatics analysis, we were able 
to get a detailed view into chromosome-nuclear envelope interactions. 
We observed that about a third of the fission yeast genome interacts with the nuclear 
envelope through Ima1 and Man1. Similar proportions have been observed in other 
eukaryotic systems (Guelen et al., 2008; Ikegami et al., 2010; Pickersgill et al., 2006). 
Importantly, we observed an inverse relationship between gene expression and INM protein 
interaction: lowly expressed genes show a higher enrichment of Man1 and Ima1 compared to 
highly expressed genes. Despite absence of a nuclear lamina, fission yeast shows a similar 
radial organization of expression states as have been shown in other systems (Guelen et al., 
2008; Ikegami et al., 2010; Pickersgill et al., 2006). We also found other hallmarks of 
repressed chromatin at Man1 and Ima1 targets, such as low occupancy of Pol II and increased 
levels of H2A.Z, which is enriched at promoters of repressed genes in fission yeast 
(Buchanan et al., 2009). 
Aside from these common interaction patterns, the two INM proteins also bind separate 
targets. We discovered that Ima1 interacts with regions that are also bound by Dcr1 and 
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Rdp1, two components of the RNAi machinery. Man1 does not show this preference, but 
instead associates with loci that interact with the heterochromatin protein Swi6. This overlap 
is especially visible over the subtelomeric chromatin domains. These findings are somewhat 
surprising, since one might assume the nuclear envelope to be uniform, with INM proteins 
diffusing freely and interacting with chromatin in a similar manner. Instead, our results point 
to microenvironments in the nuclear envelope that vary in protein composition and 
chromosome interactions. 
In summary, this paper provides a foundation for studying nuclear organization in S. pombe, 
allowing to put epigenetic and genomic features into a 3D context. 
 
3.2 PAPER II - THE FUN30 CHROMATIN REMODELER FFT3 CONTROLS 
NUCLEAR ORGANIZATION AND CHROMATIN STRUCTURE OF 
INSULATORS AND SUBTELOMERES IN FISSION YEAST 
Following up on the results in paper I, this study further explores the interplay between 
nuclear positioning and transcriptional regulation. We had observed that subtelomeric 
chromatin domains show a strong enrichment of Man1. These domains contain genes with 
low expression levels and repressive chromatin marks (Buchanan et al., 2009; Zofall et al., 
2009). Their chromatin state is regulated by the chromatin remodeler Fft3, which binds to 
subtelomeric borders (Strålfors et al., 2011). In its absence, subtelomeric genes are 
upregulated and active chromatin marks increase over the entire domain. 
Based on these observations, we set out to determine if these changes in transcription and 
chromatin state are accompanied by changes in interactions with the nuclear envelope 
through Man1. Indeed, cells lacking Fft3 showed decreased interactions with the INM protein 
in DamID experiments. We were able to verify these changes in peripheral positioning by 
live cell microscopy, showing that Fft3 and the telomere anchoring protein Bqt4 collaborate 
to anchor subtelomeric chromatin to the nuclear envelope. 
Since we had observed pronounced changes in chromatin, we were curious if the chromatin 
remodeling activity of Fft3 is required for its function at subtelomeric borders. We mapped 
nucleosome occupancy using MNase digestion, followed by next generation sequencing and 
found that nucleosome occupancy is reduced at several positions in the subtelomeric borders. 
We also created a catalytically inactive version of Fft3 through a point mutation in its ATPase 
domain. While the mutated version of Fft3 binds to the same targets as native Fft3, it mimics 
the phenotype of the fft3∆ deletion strain: subtelomeric gene expression and active chromatin 
marks are increased, while interaction with Man1 is reduced. Therefore, we conclude that 
chromatin remodeling activity of Fft3 is required to maintain proper nucleosome positioning 
at subtelomeric borders and to preserve transcriptional repression throughout the 
subtelomeric domain. 
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Fft3 binds to various other loci throughout the genome, not only at the subtelomeric borders. 
We were especially interested in RNA Polymerase III transcribed loci, since Fft3 is strongly 
enriched over tRNA and 5S rRNA genes. This is particularly interesting, since tRNA genes 
function as insulators at S. pombe centromeres (Scott et al., 2006). A yeast-two-hybrid screen 
showed a physical interaction between the remodeler and Sfc4, a subunit of the transcription 
factor TFIIIC. We were able to verify this interaction by co-immunoprecipitation of Fft3 and 
Sfc4. Importantly, we also observed a reduction in nucleosome occupancy at tRNA genes in 
the fft3∆ deletion strain, pointing to a role for Fft3 in chromatin structure at these loci.  
Taken together, these results describe Fft3 as a versatile regulator of chromatin structure at 
insulating elements in the S. pombe genome. 
 
3.3 PAPER III - REGULATING RETROTRANSPOSONS VIA ALTERNATIVE 
TRANSCRIPTION START SITES 
In this study, we wanted to further expand our understanding of Fun30 chromatin remodeler 
function in fission yeast. While paper II examined the functions of Fft3, the effects of its 
homolog, Fft2, were still to be determined. Since the budding yeast genome encodes only one 
Fun30 remodeler, it is interesting to investigate how the three homologs in fission yeast are 
distinguished from each other in target preference and function. 
Starting out with an examination of a fft2∆ deletion strain, it became clear that Fft2 plays a 
role in retrotransposon regulation: transcription of all 13 copies of the LTR retrotransposon 
Tf2 was increased. When we confirmed this increase by Northern Blot, we were surprised to 
find this upregulation not only in fft2∆, but also in fft3∆ and, most strongly, in the fft2∆ fft3∆ 
double deletion strain. We also observed a size shift in the length of the Tf2 transcript, with 
slightly longer transcripts in the deletion mutants compared to the wild-type strain. By 
5’ RACE (Rapid Amplification of cDNA Ends), we mapped the TSS of this longer  
transcript to the LTR upstream of the Tf2 coding sequence, while the shorter, wild-type 
transcript originates further downstream, outside the LTR. We also confirmed these  
results with CAGE, showing that the shorter Tf2 transcripts are capped and not digestion 
products. 
To understand the significance of these positions, one needs to turn to the transposition cycle 
of LTR retrotransposons in fission yeast, as described by (Levin, 1995). To allow for 
synthesis of the second strand, part of the LTR contains a self-primer and a corresponding 
primer binding site (PBS). After transcription of the Tf2 mRNA, the LTR can fold back on 
itself, bringing the self-primer in contact with the PBS. This section now forms a short stretch 
of double stranded RNA that can be used to prime second strand synthesis by reverse 
transcriptase. The resulting second strand can then be used to start reverse transcription from 
the 3’ end of the Tf2 mRNA. Therefore, only long transcripts extending to the self-primer 
sequence are able to form the cDNA needed for transposition. Coming back to the TSS we 
found through 5’ RACE, this means that the longer transcript produced in the fft2∆ fft3∆ 
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strain is capable of second strand synthesis. The shorter wild-type transcript, however, does 
not contain the LTR sequences required to complete this cycle and is incapable of 
transposition.  
Our next question was then how Fft2 and Fft3 influence the choice of TSS. To this end, we 
first mapped binding of the two remodelers using ChIP-chip. Both enzymes target the LTR 
regions on either side of the Tf2 coding sequence and can substitute for each other when one 
is missing. We then mapped nucleosome positions over the entire region by MNase-Seq to 
see if the two enzymes affect local chromatin structure. In wild-type cells, we found a well-
positioned nucleosome close to the self-primer sequence. In the fft2∆ fft3∆ double deletion 
strain, occupancy of this nucleosome is significantly reduced, allowing for initiation of 
transcription to occur from within the LTR and therefore producing the longer, transposition-
capable mRNA.  
This provides interesting possibilities for retrotransposon regulation. Instead of having to 
silence the locus, low levels of transcription can occur in wild-type cells without resulting in 
transposition events. Why is this beneficial for the cell? The fission yeast genome contains 
more than 200 solo LTRs, remnants of previous transposition events inserted between genes. 
We found that nucleosome occupancy over these solo LTRs is reduced in the fft2∆ fft3∆ 
strain as well. Furthermore, genes downstream from solo LTRs showed an increase in 
transcription when Fft2 and Fft3 were missing, while genes without this feature were 
unchanged. We propose that limited transposition allows integration of these elements, which 
leads to potentially advantageous changes in gene expression patterns. 
Adaptability of transcript levels is especially crucial when changes in environmental 
conditions occur. We therefore wondered if similar effects on TSS choice and chromatin 
structure occur when cells are stressed. We exposed S. pombe cells to heat and osmotic stress, 
respectively, and found an increase in transcription of the longer mRNA as well as a 
reduction in nucleosome occupancy. At the same time, expression of Fft2 and Fft3 is reduced 
in these stress conditions (Marguerat et al., 2012). By down-regulating their expression, the 
choice of Tf2 TSS can be influenced so that the longer transcript is produced and 
transposition events occur. This provides an elegant mechanism for the cell to quickly adapt 
to changes in its environment, since transcription at the Tf2 loci already occurs from the TSS 
downstream. A contribution of retrotransposons to genome plasticity had been previously 
suggested by Nobel laureate Barbara McClintock (McClintock, 1984). 
As in paper II, we wanted to find out whether remodeling activity of the two Fun30 enzymes 
is required for their function in retrotransposon regulation. We constructed a catalytically 
inactive version of Fft2, which binds to the Tf2 LTR like native Fft2. However, the point 
mutations in the ATPase domains of Fft2 and Fft3 result in increased transcription from the 
alternative TSS and reduced nucleosome occupancy over the LTR, comparable to the  
single deletion strains. Interestingly, a strain carrying both catalytically inactive variants of 
the enzymes shows only a moderate increase in transcription from the upstream TSS 
compared to the fft2∆ fft3∆ double deletion strain. As Fft2 and Fft3 still bind to their  
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target site, we assume that their presence blocks access to the TSS for the transcription 
machinery to a certain extent. 
Finally, we were able to show that deletion of Fft2 and Fft3 also affects subnuclear 
positioning of the Tf2 retrotransposons. In wild-type cells, the Tf2s cluster into so-called 
Tf-bodies (Cam et al., 2008), similar to the fruit fly gypsy transposons clustering to facilitate 
chromatin organization (Gerasimova et al., 2000). Using a FISH probe against the Tf2 
sequence, we were able to visualize these foci. In the fft2∆ fft3∆ double deletion strain, the Tf-
bodies are broken up into multiple smaller spots, suggesting that changes in chromatin 
structure and transcription also affect Tf2 clustering. 
With this paper, we provide insight into a novel mechanism of retrotransposon regulation. By 
allowing low level production of a transcript unable to complete transposition, local 
chromatin structure at the Tf2 loci is kept open and poised to be upregulated quickly. When 
cells are stressed, the Fun30 remodeling enzymes are down-regulated, resulting in 
de-stabilization of the nucleosome over the Tf2 LTR and transcription initiation from this 
alternative TSS. The resulting long mRNA can then complete the transposition cycle and, by 
inserting into gene promoters, possibly alter gene expression patterns to cope with the 
changing environment. 
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4 CONCLUSIONS AND OUTLOOK 
This thesis explores the connections between transcriptional regulation, chromatin structure 
and nuclear organization. The results presented in paper I suggest that radial organization 
based on transcription level might be a feature conserved throughout eukaryotic evolution. 
Even relatively simple, unicellular organisms like S. pombe show an enrichment of lowly 
expressed genes at the nuclear periphery, even though they lack the nuclear lamina involved 
in this organization in metazoans. 
Another interesting result is the observation that two INM proteins can interact with different 
targets in the fission yeast genome. This suggests that the nuclear envelope is not uniform, 
but rather consists of micro-environments with different protein compositions. This 
separation could be either cause or consequence of the underlying genome organization. 
Many other questions remain open, such as whether the S. pombe genome encodes for a yet 
unknown lamin-like protein, as has been found in the unicellular Dictyostelium discoideum 
(Krüger et al., 2012). Furthermore, the interaction partners of Man1 and Ima1 are still 
unknown, as no ortholog of BAF has been found in yeasts. Discovery of these interaction 
partners could possibly explain differences in binding patterns between Ima1 and Man1. 
In paper II, we investigated the function of the Fft3 chromatin remodeler in the S. pombe 
genome. One interesting observation is the regulation of the subtelomeric chromatin domains 
through Fft3 remodeling activity at their borders. The fact that altering the local chromatin 
structure in regions a few kbp across can affect a domain ~100 kb in size speaks for the 
importance of insulators in chromatin regulation. Since the subtelomeres form a TAD-like 
domain (Mizuguchi et al., 2014), it would be interesting to perform a HiC-study in an fft3∆ 
strain. Fft3 could be a factor in maintaining boundaries between these globular domains. 
Continuing in our study of Fun30 chromatin remodelers, we investigated the role of Fft2 and 
Fft3 in retrotransposon regulation. With both enzymes stabilizing a nucleosome over the Tf2 
LTR and shifting the TSS, we present an interesting way to harness retrotransposon activity 
for the benefit of the host organism. Production of an mRNA incapable of transposition 
provides a secure mechanism to keep chromatin open and allow for short bursts of 
transposition-capable transcripts in times of stress. The way in which the remodeling 
enzymes stabilize the LTR nucleosome is still unclear, though in vitro studies would be 
helpful to shed light on this issue. Through the use of catalytically inactive variants of 
chromatin remodelers, we were able to zoom in further on the mechanism underlying 
transcriptional regulation by Fft3. It is important to establish whether the actions of a 
remodeling enzyme are due to catalytic activity or merely caused indirectly by recruiting 
another factor. In both paper I and paper II, we were able to show that ATPase activity is 
required for Fun30-remodeler function at subtelomeric borders and retrotransposons.  
Lastly, this thesis highlights the importance of high-resolution, genome-wide methods in 
chromatin biology. Through the use of tiling array and next-generation sequencing data, we 
were able to observe both genome-wide connections and small, localized changes.  

  39 
5 ACKNOWLEDGEMENTS 
This thesis would not have been possible without the help of many people. First and 
foremost, sincere thanks to my supervisor, Karl, for encouraging me to stay curious and 
supporting me along the way, even when yet another experiment failed. Your passion for 
science is infectious and I have thoroughly enjoyed our discussions over the years.  
Many thanks also to my co-supervisor, Bas, for the help with setting up DamID in yeast and 
introducing me to the joy of coding in R. Your comments and advice on my project have 
been very much appreciated. 
I’m grateful to KEK group members past and present, who helped me when lab results 
frustrated me yet again, joined in interesting discussions (both deeply scientific and not at all 
scientific), and lightened the week with Friday fikas. Jenna, it has been a joy playing tag 
team with you in the lab, geeking out over the Dresden files novels, and exploring 
Stockholm, Helsinki and Japan together. Thanks for always being there for a chat. Michelle, 
you taught me to knit, remember? Thank goodness you did, since I wouldn’t have made it 
through my PhD without wool. In all earnestness, thank you for the delicious fika, for fun 
adventures in London and for hugs when I needed them. Annelie, thank you for helping me 
through endless rounds of troubleshooting, your optimism and perseverance are inspiring. It’s 
been fun exploring Boston and New York together – yay for humpback whales and Target! 
Olga, you are so kind and helpful, always there for a chat and keeping lab morale up with 
delicious chocolate and cookies. Thank you for all the good advice and lab wisdom you 
shared. Ulrika, it has been great finishing our PhDs in parallel and having you there to 
commiserate and plan together. I’m inspired by the energy and thoughtfulness you put into 
everything you do. Alex, it has been wonderful meeting someone who shares my love for 
gardening, På spåret and sarcasm. Thanks for the fun lunch conversations and the thorough 
proofreading of my thesis! Andreas, I have enjoyed our Swedish/German conversations over 
the years a lot. Keep your curiosity and positive attitude! Galina, your stories have been the 
highlight of Friday fika since you joined the lab. Thank you for all your help in the lab and 
the great sewing inspiration. Birgitta, thanks for taking care of all the little things we need in 
the lab, and for reminding me that it is important to laugh and be silly sometimes. Florian 
and Joman, thanks for interesting lunch conversations about our different cultures. Laia, it 
has been lovely having you as my office mate, sharing tea and stories, and watching little 
birds learn to fly. I admire your patience and perseverance. Lee, thanks for all the good 
advice and comments, as well as for inserting some common sense and well-placed sarcasm 
into our lunch conversations. Lina, thank you for the fresh wind you brought to the lab. It has 
been wonderful to see you bring some well-needed organization to our mess and you are 
always so helpful. Punit, much appreciated for teaching me about chromatin remodelers, 
Indian cuisine, and cricket. It has been great fun sharing the office with you, thanks for all the 
laughs and lots of good advice. Peter, thanks for the companionship during the weekends 
when we both had yet another deadline to meet. Victoria, your laughter and sunny 
disposition has brightened up the lab so much, thank you for reminding me to have fun with 
 40 
science. Wenbo, your determination and creativity are inspiring, thanks for the laughs and 
help in the lab.  
Agata, my (bench) partner in science and knitting, it is hard to find someone equally well-
versed in small RNAs and sheep breeds. It’s been wonderful working with you, thanks for 
helping me troubleshoot when things didn’t work as they should. Carolina, we miss you a lot 
in the lab, thank you for all your kindness and help over the years. Christos, it was great fun 
having you as my desk neighbor for a while, I hope you keep your passion for science. 
Indranil, Ingela and Marianna, thanks for fun lunch conversations. 
Many thanks to the people at Bionut: Sylvie at LCI, for introducing me to the wonderful 
world of confocal microscopy. Your passion for science and cool new techniques is 
contagious. Thanks to Fredrik and Patrick at BEA for help with microarray and sequencing 
samples. Thank you to Monica, for help with all administrative troubles and questions. 
Thanks to my friends, who made their own way towards a PhD at the same time as me. 
Kathi, Kristin, Franzi and Luzie, although we lived so far apart during the last few years, I 
really enjoyed meeting up when we had the chance, to chat about the joys and sorrows of 
grad student life. Many thanks to Dominika, who started this whole journey through PhD 
land with me back in Edinburgh. We went through the highs and lows together, and I am so 
glad to have had your support and encouragement along the way. 
Last but not least, a big ‘Dankeschön!’ to my family, who put up with us moving so far away 
for six years and only coming home a few times a year. Thanks to my parents in-law, Sonja 
and Manfred, for all the good discussions and encouragement. I am so grateful to my 
parents, your Skype calls kept my spirits up. Thank you for opening up the world to me and 
supporting me wherever I go. Finally, thanks to Thomas, without whom none of this would 
have been possible. Thank you for sharing this adventure with me. 
 
  41 
6 REFERENCES 
 
Agmon, N., Liefshitz, B., Zimmer, C., Fabre, E., and Kupiec, 
M. (2013). Effect of nuclear architecture on the efficiency of 
double-strand break repair. Nature Cell Biology 15, 694–
699. 
Ahmed, S., Brickner, D.G., Light, W.H., Cajigas, I., 
McDonough, M., Froyshteter, A.B., Volpe, T., and Brickner, 
J.H. (2010). DNA zip codes control an ancient mechanism 
for gene targeting to the nuclear periphery. Nature Cell 
Biology 12, 111–118. 
Alber, F., Dokudovskaya, S., Veenhoff, L.M., Zhang, W., 
Kipper, J., Devos, D., Suprapto, A., Karni-Schmidt, O., 
Williams, R., Chait, B.T., et al. (2007). The molecular 
architecture of the nuclear pore complex. Nature 450, 695–
701. 
Allfrey, V.G., and Mirsky, A.E. (1964). Structural 
Modifications of Histones and their Possible Role in the 
Regulation of RNA Synthesis. Science 144, 559. 
Allfrey, V.G., Faulkner, R., and Mirsky, A.E. (1964). 
Acetylation and Methylation of Histones and Their Possible 
Role in the Regulation of RNA Synthesis. Proc. Natl. Acad. 
Sci. U.S.a. 51, 786–794. 
Andrey, G., Montavon, T., Mascrez, B., Gonzalez, F., 
Noordermeer, D., Leleu, M., Trono, D., Spitz, F., and 
Duboule, D. (2013). A switch between topological domains 
underlies HoxD genes collinearity in mouse limbs. Science 
340, 1234167. 
Aparicio, O.M. (2013). Location, location, location: it's all in 
the timing for replication origins. Genes & Development 27, 
117–128. 
Aravin, A.A., Hannon, G.J., and Brennecke, J. (2007). The 
Piwi-piRNA pathway provides an adaptive defense in the 
transposon arms race. Science 318, 761–764. 
Armache, K.-J.J., Kettenberger, H., and Cramer, P. (2003). 
Architecture of initiation-competent 12-subunit RNA 
polymerase II. Proc. Natl. Acad. Sci. U.S.a. 100, 6964–6968. 
Awad, S., Ryan, D., Prochasson, P., Owen-Hughes, T., and 
Hassan, A.H. (2010). The Snf2 homolog Fun30 acts as a 
homodimeric ATP-dependent chromatin-remodeling 
enzyme. J. Biol. Chem. 285, 9477–9484. 
Badis, G., Chan, E.T., van Bakel, H., Pena-Castillo, L., Tillo, 
D., Tsui, K., Carlson, C.D., Gossett, A.J., Hasinoff, M.J., 
Warren, C.L., et al. (2008). A library of yeast transcription 
factor motifs reveals a widespread function for Rsc3 in 
targeting nucleosome exclusion at promoters. Molecular Cell 
32, 878–887. 
Bannister, A.J., Zegerman, P., Partridge, J.F., Miska, E.A., 
Thomas, J.O., Allshire, R.C., and Kouzarides, T. (2001). 
Selective recognition of methylated lysine 9 on histone H3 
by the HP1 chromo domain. Nature 410, 120–124. 
Bannister, A.J., and Kouzarides, T. (2011). Regulation of 
chromatin by histone modifications. Cell Res 21, 381–395. 
Barski, A., Cuddapah, S., Cui, K., Roh, T.-Y., Schones, D.E., 
Wang, Z., Wei, G., Chepelev, I., and Zhao, K. (2007). High-
resolution profiling of histone methylations in the human 
genome. Cell 129, 823–837. 
Bartke, T., Vermeulen, M., Xhemalce, B., Robson, S.C., 
Mann, M., and Kouzarides, T. (2010). Nucleosome-
interacting proteins regulated by DNA and histone 
methylation. Cell 143, 470–484. 
Bass, H.W., Marshall, W.F., Sedat, J.W., Agard, D.A., and 
Cande, W.Z. (1997). Telomeres cluster de novo before the 
initiation of synapsis: a three-dimensional spatial analysis of 
telomere positions before and during meiotic prophase. The 
Journal of Cell Biology 137, 5–18. 
Behrens, R., Hayles, J., and Nurse, P. (2000). Fission yeast 
retrotransposon Tf1 integration is targeted to 5' ends of open 
reading frames. Nucleic Acids Research 28, 4709–4716. 
Bell, A.C., West, A.G., and Felsenfeld, G. (1999). The 
protein CTCF is required for the enhancer blocking activity of 
vertebrate insulators. Cell 98, 387–396. 
Berger, A.B., Cabal, G.G., Fabre, E., Duong, T., Buc, H., 
Nehrbass, U., Olivo-Marin, J.-C., Gadal, O., and Zimmer, C. 
(2008). High-resolution statistical mapping reveals gene 
territories in live yeast. Nat Meth 5, 1031–1037. 
Berman, B.P., Weisenberger, D.J., Aman, J.F., Hinoue, T., 
Ramjan, Z., Liu, Y., Noushmehr, H., Lange, C.P.E., van Dijk, 
C.M., Tollenaar, R.A.E.M., et al. (2012). Regions of focal 
DNA hypermethylation and long-range hypomethylation in 
colorectal cancer coincide with nuclear lamina-associated 
domains. Nature Publishing Group 44, 40–46. 
Bernstein, B.E., Humphrey, E.L., Liu, C.L., and Schreiber, 
S.L. (2004). The use of chromatin immunoprecipitation 
assays in genome-wide analyses of histone modifications. 
Meth. Enzymol. 376, 349–360. 
Bintu, L., Kopaczynska, M., Hodges, C., Lubkowska, L., 
Kashlev, M., and Bustamante, C. (2011). The elongation 
rate of RNA polymerase determines the fate of transcribed 
nucleosomes. Nature Structural &Amp; Molecular Biology 
18, 1394–1399. 
Blobel, G. (1985). Gene gating: a hypothesis. Proc. Natl. 
Acad. Sci. U.S.a. 82, 8527–8529. 
Bourc'his, D., and Bestor, T.H. (2004). Meiotic catastrophe 
and retrotransposon reactivation in male germ cells lacking 
Dnmt3L. Nature 431, 96–99. 
Bourc'his, D., and Voinnet, O. (2010). A small-RNA 
perspective on gametogenesis, fertilization, and early 
zygotic development. Science 330, 617–622. 
Bourgeois, B., Gilquin, B., Tellier-Lebègue, C., Ostlund, C., 
Wu, W., Pérez, J., Hage, El, P., Lallemand, F., Worman, 
H.J., and Zinn-Justin, S. (2013). Inhibition of TGF-β signaling 
at the nuclear envelope: characterization of interactions 
between MAN1, Smad2 and Smad3, and PPM1A. Sci 
Signal 6, ra49–ra49. 
Boyle, S., Gilchrist, S., Bridger, J.M., Mahy, N.L., Ellis, J.A., 
and Bickmore, W.A. (2001). The spatial organization of 
human chromosomes within the nuclei of normal and 
emerin-mutant cells. Hum. Mol. Genet. 10, 211–219. 
Brachner, A., and Foisner, R. (2011). Evolvement of LEM 
proteins as chromatin tethers at the nuclear periphery. 
Biochem. Soc. Trans 39, 1735–1741. 
Branco, M.R., and Pombo, A. (2006). Intermingling of 
chromosome territories in interphase suggests role in 
translocations and transcription-dependent associations. 
PLoS Biol 4, e138. 
 42 
Brickner, D.G., Ahmed, S., Meldi, L., Thompson, A., Light, 
W., Young, M., Hickman, T.L., Chu, F., Fabre, E., and 
Brickner, J.H. (2012). Transcription factor binding to a DNA 
zip code controls interchromosomal clustering at the nuclear 
periphery. Developmental Cell 22, 1234–1246. 
Brickner, D.G., Cajigas, I., Fondufe-Mittendorf, Y., Ahmed, 
S., Lee, P.-C., Widom, J., and Brickner, J.H. (2007). H2A.Z-
mediated localization of genes at the nuclear periphery 
confers epigenetic memory of previous transcriptional state. 
PLoS Biol 5, e81. 
Brickner, J.H., and Walter, P. (2004). Gene recruitment of 
the activated INO1 locus to the nuclear membrane. PLoS 
Biol 2, e342. 
Brogaard, K., Xi, L., Wang, J.-P., and Widom, J. (2012). A 
map of nucleosome positions in yeast at base-pair 
resolution. Nature 486, 496–501. 
Brookes, E., and Pombo, A. (2012). Code breaking: the 
RNAPII modification code in pluripotency. Cell Cycle 11, 
1267–1268. 
Brown, C.R., Kennedy, C.J., Delmar, V.A., Forbes, D.J., and 
Silver, P.A. (2008a). Global histone acetylation induces 
functional genomic reorganization at mammalian nuclear 
pore complexes. Genes & Development 22, 627–639. 
Brown, S.C., Piercy, R.J., Muntoni, F., and Sewry, C.A. 
(2008b). Investigating the pathology of Emery-Dreifuss 
muscular dystrophy. Biochem. Soc. Trans 36, 1335–1338. 
Buchanan, L., Durand-Dubief, M., Roguev, A., Sakalar, C., 
Wilhelm, B., Strålfors, A., Shevchenko, A., Aasland, R., 
Shevchenko, A., Ekwall, K., et al. (2009). The 
Schizosaccharomyces pombe JmjC-protein, Msc1, prevents 
H2A.Z localization in centromeric and subtelomeric 
chromatin domains. PLoS Genet 5, e1000726. 
Bupp, J.M., Martin, A.E., Stensrud, E.S., and Jaspersen, 
S.L. (2007). Telomere anchoring at the nuclear periphery 
requires the budding yeast Sad1-UNC-84 domain protein 
Mps3. The Journal of Cell Biology 179, 845–854. 
Burke, B., and Stewart, C.L. (2014). Functional architecture 
of the cell's nucleus in development, aging, and disease. 
Curr. Top. Dev. Biol. 109, 1–52. 
Bushman, F.D. (2003). Targeting survival: integration site 
selection by retroviruses and LTR-retrotransposons. Cell 
115, 135–138. 
Bushnell, D.A., and Kornberg, R.D. (2003). Complete, 12-
subunit RNA polymerase II at 4.1-A resolution: implications 
for the initiation of transcription. Proc. Natl. Acad. Sci. U.S.a. 
100, 6969–6973. 
Cabal, G.G., Genovesio, A., Rodriguez-Navarro, S., Zimmer, 
C., Gadal, O., Lesne, A., Buc, H., Feuerbach-Fournier, F., 
Olivo-Marin, J.-C., Hurt, E.C., et al. (2006). SAGA interacting 
factors confine sub-diffusion of transcribed genes to the 
nuclear envelope. Nature 441, 770–773. 
Callan, H.G., and Tomlin, S.G. (1950). Experimental studies 
on amphibian oocyte nuclei. I. Investigation of the structure 
of the nuclear membrane by means of the electron 
microscope. Proc. R. Soc. Lond., B, Biol. Sci. 137, 367–378. 
Cam, H.P., Noma, K.-I.I., Ebina, H., Levin, H.L., and Grewal, 
S.I.S. (2008). Host genome surveillance for 
retrotransposons by transposon-derived proteins. Nature 
451, 431–436. 
Cao, Y., Cairns, B.R., Kornberg, R.D., and Laurent, B.C. 
(1997). Sfh1p, a component of a novel chromatin-
remodeling complex, is required for cell cycle progression. 
Molecular and Cellular Biology 17, 3323–3334. 
Capelson, M., Liang, Y., Schulte, R., Mair, W., Wagner, U., 
and Hetzer, M.W. (2010). Chromatin-bound nuclear pore 
components regulate gene expression in higher eukaryotes. 
Cell 140, 372–383. 
Capo-chichi, C.D., Cai, K.Q., Simpkins, F., Ganjei-Azar, P., 
Godwin, A.K., and Xu, X.-X. (2011). Nuclear envelope 
structural defects cause chromosomal numerical instability 
and aneuploidy in ovarian cancer. BMC Med 9, 28. 
Carretero, M., Remeseiro, S., and Losada, A. (2010). 
Cohesin ties up the genome. Current Opinion in Cell Biology 
22, 781–787. 
Cayrou, C., Coulombe, P., Vigneron, A., Stanojcic, S., 
Ganier, O., Peiffer, I., Rivals, E., Puy, A., Laurent-Chabalier, 
S., Desprat, R., et al. (2011). Genome-scale analysis of 
metazoan replication origins reveals their organization in 
specific but flexible sites defined by conserved features. 
Genome Research 21, 1438–1449. 
Chambeyron, S., and Bickmore, W.A. (2004). Chromatin 
decondensation and nuclear reorganization of the HoxB 
locus upon induction of transcription. Genes & Development 
18, 1119–1130. 
Chapman, R.D., Heidemann, M., Albert, T.K., Mailhammer, 
R., Flatley, A., Meisterernst, M., Kremmer, E., and Eick, D. 
(2007). Transcribing RNA polymerase II is phosphorylated at 
CTD residue serine-7. Science 318, 1780–1782. 
Chatel, G., Desai, S.H., Mattheyses, A.L., Powers, M.A., and 
Fahrenkrog, B. (2012). Domain topology of nucleoporin 
Nup98 within the nuclear pore complex. J. Struct. Biol. 177, 
81–89. 
Chaumeil, J., Le Baccon, P., Wutz, A., and Heard, E. (2006). 
A novel role for Xist RNA in the formation of a repressive 
nuclear compartment into which genes are recruited when 
silenced. Genes & Development 20, 2223–2237. 
Chen, X., Cui, D., Papusha, A., Zhang, X., Chu, C.-D., Tang, 
J., Chen, K., Pan, X., and Ira, G. (2012). The Fun30 
nucleosome remodeller promotes resection of DNA double-
strand break ends. Nature 489, 576–580. 
Chetverina, D., Aoki, T., Erokhin, M., Georgiev, P., and 
Schedl, P. (2014). Making connections: insulators organize 
eukaryotic chromosomes into independent cis-regulatory 
networks. Bioessays 36, 163–172. 
Chikashige, Y., Tsutsumi, C., Yamane, M., Okamasa, K., 
Haraguchi, T., and Hiraoka, Y. (2006). Meiotic proteins bqt1 
and bqt2 tether telomeres to form the bouquet arrangement 
of chromosomes. Cell 125, 59–69. 
Choi, J.K., Grimes, D.E., Rowe, K.M., and Howe, L.J. 
(2008). Acetylation of Rsc4p by Gcn5p is essential in the 
absence of histone H3 acetylation. Molecular and Cellular 
Biology 28, 6967–6972. 
Chuang, C.-H., Carpenter, A.E., Fuchsova, B., Johnson, T., 
de Lanerolle, P., and Belmont, A.S. (2006). Long-range 
directional movement of an interphase chromosome site. 
Current Biology 16, 825–831. 
Churchman, L.S., and Weissman, J.S. (2011). Nascent 
transcript sequencing visualizes transcription at nucleotide 
resolution. Nature 469, 368–373. 
Ciabrelli, F., and Cavalli, G. (2014). Chromatin-Driven 
Behavior of Topologically Associating Domains. Journal of 
Molecular Biology. 
  43 
Clapier, C.R., and Cairns, B.R. (2009). The biology of 
chromatin remodeling complexes. Annu. Rev. Biochem. 78, 
273–304. 
Conrad, M.N., Lee, C.-Y., Wilkerson, J.L., and Dresser, M.E. 
(2007). MPS3 mediates meiotic bouquet formation in 
Saccharomyces cerevisiae. Proc. Natl. Acad. Sci. U.S.a. 
104, 8863–8868. 
Cook, P.R. (2010). A model for all genomes: the role of 
transcription factories. Journal of Molecular Biology 395, 1–
10. 
Corden, J.L. (1993). RNA polymerase II transcription cycles. 
Current Opinion in Genetics & Development 3, 213–218. 
Cosma, M.P., Tanaka, T., and Nasmyth, K. (1999). Ordered 
recruitment of transcription and chromatin remodeling 
factors to a cell cycle- and developmentally regulated 
promoter. Cell 97, 299–311. 
Costelloe, T., Louge, R., Tomimatsu, N., Mukherjee, B., 
Martini, E., Khadaroo, B., Dubois, K., Wiegant, W.W., 
Thierry, A., Burma, S., et al. (2012). The yeast Fun30 and 
human SMARCAD1 chromatin remodellers promote DNA 
end resection. Nature 489, 581–584. 
Cowan, C.R., Carlton, P.M., and Cande, W.Z. (2001). The 
polar arrangement of telomeres in interphase and meiosis. 
Rabl organization and the bouquet. Plant Physiol. 125, 532–
538. 
Cremer, M., Hase, von, J., Volm, T., Brero, A., Kreth, G., 
Walter, J., Fischer, C., Solovei, I., Cremer, C., and Cremer, 
T. (2001). Non-random radial higher-order chromatin 
arrangements in nuclei of diploid human cells. Chromosome 
Res 9, 541–567. 
Cremer, M., Küpper, K., Wagler, B., Wizelman, L., Hase, 
von, J., Weiland, Y., Kreja, L., Diebold, J., Speicher, M.R., 
and Cremer, T. (2003). Inheritance of gene density-related 
higher order chromatin arrangements in normal and tumor 
cell nuclei. The Journal of Cell Biology 162, 809–820. 
Cremer, T., Kreth, G., Koester, H., Fink, R.H., Heintzmann, 
R., Cremer, M., Solovei, I., Zink, D., and Cremer, C. (2000). 
Chromosome territories, interchromatin domain 
compartment, and nuclear matrix: an integrated view of the 
functional nuclear architecture. Crit. Rev. Eukaryot. Gene 
Expr. 10, 179–212. 
Crisp, M., Liu, Q., Roux, K., Rattner, J.B., Shanahan, C., 
Burke, B., Stahl, P.D., and Hodzic, D. (2006). Coupling of 
the nucleus and cytoplasm: role of the LINC complex. The 
Journal of Cell Biology 172, 41–53. 
Croft, J.A., Bridger, J.M., Boyle, S., Perry, P., Teague, P., 
and Bickmore, W.A. (1999). Differences in the localization 
and morphology of chromosomes in the human nucleus. 
The Journal of Cell Biology 145, 1119–1131. 
Cronshaw, J.M., Krutchinsky, A.N., Zhang, W., Chait, B.T., 
and Matunis, M.J. (2002). Proteomic analysis of the 
mammalian nuclear pore complex. The Journal of Cell 
Biology 158, 915–927. 
Cuddapah, S., Jothi, R., Schones, D.E., Roh, T.-Y., Cui, K., 
and Zhao, K. (2009). Global analysis of the insulator binding 
protein CTCF in chromatin barrier regions reveals 
demarcation of active and repressive domains. Genome 
Research 19, 24–32. 
Dang, W., and Bartholomew, B. (2007). Domain architecture 
of the catalytic subunit in the ISW2-nucleosome complex. 
Molecular and Cellular Biology 27, 8306–8317. 
Dechassa, M.L., Sabri, A., Pondugula, S., Kassabov, S.R., 
Chatterjee, N., Kladde, M.P., and Bartholomew, B. (2010). 
SWI/SNF has intrinsic nucleosome disassembly activity that 
is dependent on adjacent nucleosomes. Molecular Cell 38, 
590–602. 
Dechat, T., Korbei, B., Vaughan, O.A., Vlcek, S., Hutchison, 
C.J., and Foisner, R. (2000). Lamina-associated polypeptide 
2alpha binds intranuclear A-type lamins. Journal of Cell 
Science 113 Pt 19, 3473–3484. 
Dechering, K.J., Cuelenaere, K., Konings, R.N., and 
Leunissen, J.A. (1998). Distinct frequency-distributions of 
homopolymeric DNA tracts in different genomes. Nucleic 
Acids Research 26, 4056–4062. 
Dekker, J. (2008). Mapping in vivo chromatin interactions in 
yeast suggests an extended chromatin fiber with regional 
variation in compaction. J. Biol. Chem. 283, 34532–34540. 
Dekker, J., Rippe, K., Dekker, M., and Kleckner, N. (2002). 
Capturing chromosome conformation. Science 295, 1306–
1311. 
Deng, W., and Roberts, S.G.E. (2005). A core promoter 
element downstream of the TATA box that is recognized by 
TFIIB. Genes & Development 19, 2418–2423. 
Devine, S.E., and Boeke, J.D. (1996). Integration of the 
yeast retrotransposon Ty1 is targeted to regions upstream of 
genes transcribed by RNA polymerase III. Genes & 
Development 10, 620–633. 
Dhalluin, C., Carlson, J.E., Zeng, L., He, C., Aggarwal, A.K., 
and Zhou, M.M. (1999). Structure and ligand of a histone 
acetyltransferase bromodomain. Nature 399, 491–496. 
Dieppois, G., Iglesias, N., and Stutz, F. (2006). 
Cotranscriptional recruitment to the mRNA export receptor 
Mex67p contributes to nuclear pore anchoring of activated 
genes. Molecular and Cellular Biology 26, 7858–7870. 
Dilworth, D.J., Suprapto, A., Padovan, J.C., Chait, B.T., 
Wozniak, R.W., Rout, M.P., and Aitchison, J.D. (2001). 
Nup2p dynamically associates with the distal regions of the 
yeast nuclear pore complex. The Journal of Cell Biology 
153, 1465–1478. 
Dixon, J.R., Selvaraj, S., Yue, F., Kim, A., Li, Y., Shen, Y., 
Hu, M., Liu, J.S., and Ren, B. (2012). Topological domains 
in mammalian genomes identified by analysis of chromatin 
interactions. Nature 485, 376–380. 
Djupedal, I., Kos-Braun, I.C., Mosher, R.A., Söderholm, N., 
Simmer, F., Hardcastle, T.J., Fender, A., Heidrich, N., 
Kagansky, A., Bayne, E.H., et al. (2009). Analysis of small 
RNA in fission yeast; centromeric siRNAs are potentially 
generated through a structured RNA. The EMBO Journal 
28, 3832–3844. 
Djupedal, I., Portoso, M., Spåhr, H., Bonilla, C., Gustafsson, 
C.M., Allshire, R.C., and Ekwall, K. (2005). RNA Pol II 
subunit Rpb7 promotes centromeric transcription and RNAi-
directed chromatin silencing. Genes & Development 19, 
2301–2306. 
Dormann, H.L., Tseng, B.S., Allis, C.D., Funabiki, H., and 
Fischle, W. (2006). Dynamic regulation of effector protein 
binding to histone modifications: the biology of HP1 
switching. Cell Cycle 5, 2842–2851. 
Dorner, D., Gotzmann, J., and Foisner, R. (2007). 
Nucleoplasmic lamins and their interaction partners, 
LAP2alpha, Rb, and BAF, in transcriptional regulation. Febs 
J. 274, 1362–1373. 
 44 
Dreger, M., Bengtsson, L., Schöneberg, T., Otto, H., and 
Hucho, F. (2001). Nuclear envelope proteomics: novel 
integral membrane proteins of the inner nuclear membrane. 
Proc. Natl. Acad. Sci. U.S.a. 98, 11943–11948. 
Drew, H.R., and Travers, A.A. (1985). DNA bending and its 
relation to nucleosome positioning. Journal of Molecular 
Biology 186, 773–790. 
Dundr, M., and Misteli, T. (2001). Functional architecture in 
the cell nucleus. Biochem. J. 356, 297–310. 
Durand-Dubief, M., and Ekwall, K. (2009). Chromatin 
immunoprecipitation using microarrays. Methods Mol. Biol. 
529, 279–295. 
Durand-Dubief, M., Will, W.R., Petrini, E., Theodorou, D., 
Harris, R.R., Crawford, M.R., Paszkiewicz, K., Krueger, F., 
Correra, R.M., Vetter, A.T., et al. (2012). SWI/SNF-like 
chromatin remodeling factor Fun30 supports point 
centromere function in S. cerevisiae. PLoS Genet 8, 
e1002974. 
Dürr, H., Flaus, A., Owen-Hughes, T., and Hopfner, K.-P. 
(2006). Snf2 family ATPases and DExx box helicases: 
differences and unifying concepts from high-resolution 
crystal structures. Nucleic Acids Research 34, 4160–4167. 
Dvir, A. (2002). Promoter escape by RNA polymerase II. 
Biochim. Biophys. Acta 1577, 208–223. 
Dyer, J.A., Kill, I.R., Pugh, G., Quinlan, R.A., Lane, E.B., and 
Hutchison, C.J. (1997). Cell cycle changes in A-type lamin 
associations detected in human dermal fibroblasts using 
monoclonal antibodies. Chromosome Res 5, 383–394. 
Eapen, V.V., Sugawara, N., Tsabar, M., Wu, W.-H., and 
Haber, J.E. (2012). The Saccharomyces cerevisiae 
chromatin remodeler Fun30 regulates DNA end resection 
and checkpoint deactivation. Molecular and Cellular Biology 
32, 4727–4740. 
Ekwall, K. (2005). Genome-wide analysis of HDAC function. 
Trends Genet. 21, 608–615. 
Ekwall, K., Javerzat, J.P., Lorentz, A., Schmidt, H., 
Cranston, G., and Allshire, R.C. (1995). The chromodomain 
protein Swi6: a key component at fission yeast centromeres. 
Science 269, 1429–1431. 
Elia, M.C., and Bradley, M.O. (1992). Influence of chromatin 
structure on the induction of DNA double strand breaks by 
ionizing radiation. Cancer Research 52, 1580–1586. 
Elsaesser, S.J., Goldberg, A.D., and Allis, C.D. (2010). New 
functions for an old variant: no substitute for histone H3.3. 
Current Opinion in Genetics & Development 20, 110–117. 
Eltsov, M., Maclellan, K.M., Maeshima, K., Frangakis, A.S., 
and Dubochet, J. (2008). Analysis of cryo-electron 
microscopy images does not support the existence of 30-nm 
chromatin fibers in mitotic chromosomes in situ. 
Proceedings of the National Academy of Sciences 105, 
19732–19737. 
Engeholm, M., de Jager, M., Flaus, A., Brenk, R., van Noort, 
J., and Owen-Hughes, T. (2009). Nucleosomes can invade 
DNA territories occupied by their neighbors. Nature 
Structural &Amp; Molecular Biology 16, 151–158. 
Erber, A., Riemer, D., Hofemeister, H., Bovenschulte, M., 
Stick, R., Panopoulou, G., Lehrach, H., and Weber, K. 
(1999). Characterization of the Hydra lamin and its gene: A 
molecular phylogeny of metazoan lamins. J. Mol. Evol. 49, 
260–271. 
Erdel, F., Müller-Ott, K., and Rippe, K. (2013). Establishing 
epigenetic domains via chromatin-bound histone modifiers. 
Ann. N. Y. Acad. Sci. 1305, 29–43. 
Eriksson, M., Brown, W.T., Gordon, L.B., Glynn, M.W., 
Singer, J., Scott, L., Erdos, M.R., Robbins, C.M., Moses, 
T.Y., Berglund, P., et al. (2003). Recurrent de novo point 
mutations in lamin A cause Hutchinson-Gilford progeria 
syndrome. Nature 423, 293–298. 
Ernst, J., Kheradpour, P., Mikkelsen, T.S., Shoresh, N., 
Ward, L.D., Epstein, C.B., Zhang, X., Wang, L., Issner, R., 
Coyne, M., et al. (2011). Mapping and analysis of chromatin 
state dynamics in nine human cell types. Nature 473, 43–49. 
Eskiw, C.H., and Fraser, P. (2011). Ultrastructural study of 
transcription factories in mouse erythroblasts. Journal of Cell 
Science 124, 3676–3683. 
Fan, Y., Nikitina, T., Zhao, J., Fleury, T.J., Bhattacharyya, 
R., Bouhassira, E.E., Stein, A., Woodcock, C.L., and 
Skoultchi, A.I. (2005). Histone H1 depletion in mammals 
alters global chromatin structure but causes specific 
changes in gene regulation. Cell 123, 1199–1212. 
Fangman, W.L., and Brewer, B.J. (1992). A question of time: 
replication origins of eukaryotic chromosomes. Cell 71, 363–
366. 
Faro-Trindade, I., and Cook, P.R. (2006). A conserved 
organization of transcription during embryonic stem cell 
differentiation and in cells with high C value. Molecular 
Biology of the Cell 17, 2910–2920. 
Ferguson, B.M., and Fangman, W.L. (1992). A position 
effect on the time of replication origin activation in yeast. Cell 
68, 333–339. 
Ferreira, H., Somers, J., Webster, R., Flaus, A., and Owen-
Hughes, T. (2007). Histone tails and the H3 alphaN helix 
regulate nucleosome mobility and stability. Molecular and 
Cellular Biology 27, 4037–4048. 
Feuerbach, F., Galy, V., Trelles-Sticken, E., Fromont-
Racine, M., Jacquier, A., Gilson, E., Olivo-Marin, J.-C., 
Scherthan, H., and Nehrbass, U. (2002). Nuclear 
architecture and spatial positioning help establish 
transcriptional states of telomeres in yeast. Nature Cell 
Biology 4, 214–221. 
Fidziańska, A. (1996). Spinal muscular atrophy in childhood. 
Semin Pediatr Neurol 3, 53–58. 
Field, Y., Kaplan, N., Fondufe-Mittendorf, Y., Moore, I.K., 
Sharon, E., Lubling, Y., Widom, J., and Segal, E. (2008). 
Distinct modes of regulation by chromatin encoded through 
nucleosome positioning signals. PLoS Comput Biol 4, 
e1000216. 
Filion, G.J., van Bemmel, J.G., Braunschweig, U., Talhout, 
W., Kind, J., Ward, L.D., Brugman, W., de Castro, I.J., 
Kerkhoven, R.M., Bussemaker, H.J., et al. (2010). 
Systematic protein location mapping reveals five principal 
chromatin types in Drosophila cells. Cell 143, 212–224. 
Finch, J.T., and Klug, A. (1976). Solenoidal model for 
superstructure in chromatin. Proc. Natl. Acad. Sci. U.S.a. 73, 
1897–1901. 
Finlan, L.E., Sproul, D., Thomson, I., Boyle, S., Kerr, E., 
Perry, P., Ylstra, B., Chubb, J.R., and Bickmore, W.A. 
(2008). Recruitment to the nuclear periphery can alter 
expression of genes in human cells. PLoS Genet 4, 
e1000039. 
Fischle, W., Tseng, B.S., Dormann, H.L., Ueberheide, B.M., 
Garcia, B.A., Shabanowitz, J., Hunt, D.F., Funabiki, H., and 
  45 
Allis, C.D. (2005). Regulation of HP1-chromatin binding by 
histone H3 methylation and phosphorylation. Nature 438, 
1116–1122. 
Flaus, A., Martin, D.M.A., Barton, G.J., and Owen-Hughes, 
T. (2006). Identification of multiple distinct Snf2 subfamilies 
with conserved structural motifs. Nucleic Acids Research 34, 
2887–2905. 
Floer, M., Wang, X., Prabhu, V., Berrozpe, G., Narayan, S., 
Spagna, D., Alvarez, D., Kendall, J., Krasnitz, A., Stepansky, 
A., et al. (2010). A RSC/nucleosome complex determines 
chromatin architecture and facilitates activator binding. Cell 
141, 407–418. 
Freidkin, I., and Katcoff, D.J. (2001). Specific distribution of 
the Saccharomyces cerevisiae linker histone homolog 
HHO1p in the chromatin. Nucleic Acids Research 29, 4043–
4051. 
Fry, C.J., and Peterson, C.L. (2001). Chromatin remodeling 
enzymes: who's on first? Current Biology 11, R185–R197. 
Fu, Y., Sinha, M., Peterson, C.L., and Weng, Z. (2008). The 
insulator binding protein CTCF positions 20 nucleosomes 
around its binding sites across the human genome. PLoS 
Genet 4, e1000138. 
Fuchs, G., Hollander, D., Voichek, Y., Ast, G., and Oren, M. 
(2014). Cotranscriptional histone H2B monoubiquitylation is 
tightly coupled with RNA polymerase II elongation rate. 
Genome Research 24, 1572–1583. 
Fullwood, M.J., Liu, M.H., Pan, Y.F., Liu, J., Xu, H., 
Mohamed, Y.B., Orlov, Y.L., Velkov, S., Ho, A., Mei, P.H., et 
al. (2009). An oestrogen-receptor-alpha-bound human 
chromatin interactome. Nature 462, 58–64. 
Funabiki, H., Hagan, I.M., Uzawa, S., and Yanagida, M. 
(1993). Cell cycle-dependent specific positioning and 
clustering of centromeres and telomeres in fission yeast. 
The Journal of Cell Biology 121, 961–976. 
Furukawa, K. (1999). LAP2 binding protein 1 (L2BP1/BAF) 
is a candidate mediator of LAP2-chromatin interaction. 
Journal of Cell Science 112 ( Pt 15), 2485–2492. 
Fussner, E., Ching, R.W., and Bazett-Jones, D.P. (2011). 
Living without 30nm chromatin fibers. Trends in Biochemical 
Sciences 36, 1–6. 
Galy, V., Olivo-Marin, J.C., Scherthan, H., Doye, V., 
Rascalou, N., and Nehrbass, U. (2000). Nuclear pore 
complexes in the organization of silent telomeric chromatin. 
Nature 403, 108–112. 
Garcia, H.G., Grayson, P., Han, L., Inamdar, M., Kondev, J., 
Nelson, P.C., Phillips, R., Widom, J., and Wiggins, P.A. 
(2007). Biological consequences of tightly bent DNA: the 
other life of a macromolecular celebrity. Biopolymers 85, 
115–130. 
Gentleman, R.C., Carey, V.J., Bates, D.M., Bolstad, B., 
Dettling, M., Dudoit, S., Ellis, B., Gautier, L., Ge, Y., Gentry, 
J., et al. (2004). Bioconductor: open software development 
for computational biology and bioinformatics. Genome 
Biology 5, R80. 
Gerasimova, T.I., Byrd, K., and Corces, V.G. (2000). A 
chromatin insulator determines the nuclear localization of 
DNA. Molecular Cell 6, 1025–1035. 
Ghazy, M.A., Brodie, S.A., Ammerman, M.L., Ziegler, L.M., 
and Ponticelli, A.S. (2004). Amino acid substitutions in yeast 
TFIIF confer upstream shifts in transcription initiation and 
altered interaction with RNA polymerase II. Molecular and 
Cellular Biology 24, 10975–10985. 
Giardina, C., and Lis, J.T. (1993). DNA melting on yeast 
RNA polymerase II promoters. Science 261, 759–762. 
Gilbert, N., Boyle, S., Fiegler, H., Woodfine, K., Carter, N.P., 
and Bickmore, W.A. (2004). Chromatin architecture of the 
human genome: gene-rich domains are enriched in open 
chromatin fibers. Cell 118, 555–566. 
Gkikopoulos, T., Schofield, P., Singh, V., Pinskaya, M., 
Mellor, J., Smolle, M., Workman, J.L., Barton, G.J., and 
Owen-Hughes, T. (2011). A role for Snf2-related 
nucleosome-spacing enzymes in genome-wide nucleosome 
organization. Science 333, 1758–1760. 
González-Romero, R., Méndez, J., Ausió, J., and Eirín-
López, J.M. (2008). Quickly evolving histones, nucleosome 
stability and chromatin folding: all about histone H2A.Bbd. 
Gene 413, 1–7. 
Goto, H., Yasui, Y., Nigg, E.A., and Inagaki, M. (2002). 
Aurora-B phosphorylates Histone H3 at serine28 with regard 
to the mitotic chromosome condensation. Genes Cells 7, 
11–17. 
Gout, J.-F., Thomas, W.K., Smith, Z., Okamoto, K., and 
Lynch, M. (2013). Large-scale detection of in vivo 
transcription errors. Proceedings of the National Academy of 
Sciences 110, 18584–18589. 
Grant, P.A., Duggan, L., Cote, J., Roberts, S.M., Brownell, 
J.E., Candau, R., Ohba, R., Owen-Hughes, T., Allis, C.D., 
Winston, F., et al. (1997). Yeast Gcn5 functions in two 
multisubunit complexes to acetylate nucleosomal histones: 
characterization of an Ada complex and the SAGA (Spt/Ada) 
complex. Genes & Development 11, 1640–1650. 
Grewal, S.I.S. (2000). Transcriptional silencing in fission 
yeast. J. Cell. Physiol. 184, 311–318. 
Griffis, E.R., Altan, N., Lippincott-Schwartz, J., and Powers, 
M.A. (2002). Nup98 is a mobile nucleoporin with 
transcription-dependent dynamics. Molecular Biology of the 
Cell 13, 1282–1297. 
Grove, A. (2011). Functional evolution of bacterial histone-
like HU proteins. Curr Issues Mol Biol 13, 1–12. 
Gruenbaum, Y., and Medalia, O. (2014). Lamins: the 
structure and protein complexes. Current Opinion in Cell 
Biology 32C, 7–12. 
Guan, T., Kehlenbach, R.H., Schirmer, E.C., Kehlenbach, 
A., Fan, F., Clurman, B.E., Arnheim, N., and Gerace, L. 
(2000). Nup50, a nucleoplasmically oriented nucleoporin 
with a role in nuclear protein export. Molecular and Cellular 
Biology 20, 5619–5630. 
Gudise, S., Figueroa, R.A., Lindberg, R., Larsson, V., and 
Hallberg, E. (2011). Samp1 is functionally associated with 
the LINC complex and A-type lamina networks. Journal of 
Cell Science 124, 2077–2085. 
Guelen, L., Pagie, L., Brasset, E., Meuleman, W., Faza, 
M.B., Talhout, W., Eussen, B.H., de Klein, A., Wessels, L., 
de Laat, W., et al. (2008). Domain organization of human 
chromosomes revealed by mapping of nuclear lamina 
interactions. Nature 453, 948–951. 
Guo, Y., and Levin, H.L. (2010). High-throughput 
sequencing of retrotransposon integration provides a 
saturated profile of target activity in Schizosaccharomyces 
pombe. Genome Research 20, 239–248. 
Halic, M., and Moazed, D. (2010). Dicer-independent primal 
RNAs trigger RNAi and heterochromatin formation. Cell 140, 
504–516. 
 46 
Han, M., Kim, U.J., Kayne, P., and Grunstein, M. (1988). 
Depletion of histone H4 and nucleosomes activates the 
PHO5 gene in Saccharomyces cerevisiae. The EMBO 
Journal 7, 2221–2228. 
Haque, F., Lloyd, D.J., Smallwood, D.T., Dent, C.L., 
Shanahan, C.M., Fry, A.M., Trembath, R.C., and 
Shackleton, S. (2006). SUN1 interacts with nuclear lamin A 
and cytoplasmic nesprins to provide a physical connection 
between the nuclear lamina and the cytoskeleton. Molecular 
and Cellular Biology 26, 3738–3751. 
Hartley, P.D., and Madhani, H.D. (2009). Mechanisms that 
specify promoter nucleosome location and identity. Cell 137, 
445–458. 
Hashimoto, H., Takami, Y., Sonoda, E., Iwasaki, T., Iwano, 
H., Tachibana, M., Takeda, S., Nakayama, T., Kimura, H., 
and Shinkai, Y. (2010). Histone H1 null vertebrate cells 
exhibit altered nucleosome architecture. Nucleic Acids 
Research 38, 3533–3545. 
Hauk, G., McKnight, J.N., Nodelman, I.M., and Bowman, 
G.D. (2010). The chromodomains of the Chd1 chromatin 
remodeler regulate DNA access to the ATPase motor. 
Molecular Cell 39, 711–723. 
Hausner, W., Wettach, J., Hethke, C., and Thomm, M. 
(1996). Two transcription factors related with the eucaryal 
transcription factors TATA-binding protein and transcription 
factor IIB direct promoter recognition by an archaeal RNA 
polymerase. J. Biol. Chem. 271, 30144–30148. 
Heintzman, N.D., Stuart, R.K., Hon, G., Fu, Y., Ching, C.W., 
Hawkins, R.D., Barrera, L.O., Van Calcar, S., Qu, C., Ching, 
K.A., et al. (2007). Distinct and predictive chromatin 
signatures of transcriptional promoters and enhancers in the 
human genome. Nature Genetics 39, 311–318. 
Heitz, E. (1928). Das Heterochromatin der Moose. 
Hennig, B.P., Bendrin, K., Zhou, Y., and Fischer, T. (2012). 
Chd1 chromatin remodelers maintain nucleosome 
organization and repress cryptic transcription. EMBO 
Reports 13, 997–1003. 
Hetzer, M.W. (2010). The nuclear envelope. Cold Spring 
Harbor Perspectives in Biology 2, a000539. 
Holaska, J.M., and Wilson, K.L. (2007). An emerin 
“proteome”: purification of distinct emerin-containing 
complexes from HeLa cells suggests molecular basis for 
diverse roles including gene regulation, mRNA splicing, 
signaling, mechanosensing, and nuclear architecture. 
Biochemistry 46, 8897–8908. 
Hou, H., Zhou, Z., Wang, Y., Wang, J., Kallgren, S.P., 
Kurchuk, T., Miller, E.A., Chang, F., and Jia, S. (2012). Csi1 
links centromeres to the nuclear envelope for centromere 
clustering. The Journal of Cell Biology 199, 735–744. 
Höger, T.H., Krohne, G., and Kleinschmidt, J.A. (1991). 
Interaction of Xenopus lamins A and LII with chromatin in 
vitro mediated by a sequence element in the 
carboxyterminal domain. Exp. Cell Res. 197, 280–289. 
Hughes, A.L., and Rando, O.J. (2014). Mechanisms 
underlying nucleosome positioning in vivo. Annu. Rev. 
Biophys. 43, 41–63. 
Hughes, A.L., Jin, Y., Rando, O.J., and Struhl, K. (2012). A 
functional evolutionary approach to identify determinants of 
nucleosome positioning: a unifying model for establishing 
the genome-wide pattern. Molecular Cell 48, 5–15. 
Huisinga, K.L., and Elgin, S.C.R. (2009). Small RNA-
directed heterochromatin formation in the context of 
development: what flies might learn from fission yeast. 
Biochim. Biophys. Acta 1789, 3–16. 
Hull, M.W., McKune, K., and Woychik, N.A. (1995). RNA 
polymerase II subunit RPB9 is required for accurate start 
site selection. Genes & Development 9, 481–490. 
Hyland, E.M., Cosgrove, M.S., Molina, H., Wang, D., 
Pandey, A., Cottee, R.J., and Boeke, J.D. (2005). Insights 
into the role of histone H3 and histone H4 core modifiable 
residues in Saccharomyces cerevisiae. Molecular and 
Cellular Biology 25, 10060–10070. 
Iborra, F.J., Pombo, A., Jackson, D.A., and Cook, P.R. 
(1996). Active RNA polymerases are localized within 
discrete transcription "factories' in human nuclei. Journal of 
Cell Science 109 ( Pt 6), 1427–1436. 
Ikegami, K., Egelhofer, T.A., Strome, S., and Lieb, J.D. 
(2010). Caenorhabditis elegans chromosome arms are 
anchored to the nuclear membrane via discontinuous 
association with LEM-2. Genome Biology 11, R120. 
Iyer, V., and Struhl, K. (1995). Poly(dA:dT), a ubiquitous 
promoter element that stimulates transcription via its intrinsic 
DNA structure. The EMBO Journal 14, 2570–2579. 
Jackson, D.A., Hassan, A.B., Errington, R.J., and Cook, P.R. 
(1993). Visualization of focal sites of transcription within 
human nuclei. The EMBO Journal 12, 1059–1065. 
Jarnik, M., and Aebi, U. (1991). Toward a more complete 3-
D structure of the nuclear pore complex. J. Struct. Biol. 107, 
291–308. 
Jeffares, D.C., Rallis, C., Rieux, A., Speed, D., Převorovský, 
M., Mourier, T., Marsellach, F.X., Iqbal, Z., Lau, W., Cheng, 
T.M.K., et al. (2015). The genomic and phenotypic diversity 
of Schizosaccharomyces pombe. Nature Genetics. 
Jin, C., Zang, C., Wei, G., Cui, K., Peng, W., Zhao, K., and 
Felsenfeld, G. (2009). H3.3/H2A.Z double variant-containing 
nucleosomes mark “nucleosome-free regions” of active 
promoters and other regulatory regions. Nature Publishing 
Group 41, 941–945. 
Johnson, L.M., Kayne, P.S., Kahn, E.S., and Grunstein, M. 
(1990). Genetic evidence for an interaction between SIR3 
and histone H4 in the repression of the silent mating loci in 
Saccharomyces cerevisiae. Proc. Natl. Acad. Sci. U.S.a. 87, 
6286–6290. 
Joti, Y., Hikima, T., Nishino, Y., Kamada, F., Hihara, S., 
Takata, H., Ishikawa, T., and Maeshima, K. (2012). 
Chromosomes without a 30-nm chromatin fiber. Nucleus 3, 
404–410. 
Kadoch, C., Hargreaves, D.C., Hodges, C., Elias, L., Ho, L., 
Ranish, J., and Crabtree, G.R. (2013). Proteomic and 
bioinformatic analysis of mammalian SWI/SNF complexes 
identifies extensive roles in human malignancy. Nature 
Publishing Group 45, 592–601. 
Kalverda, B., Pickersgill, H., Shloma, V.V., and Fornerod, M. 
(2010). Nucleoporins directly stimulate expression of 
developmental and cell-cycle genes inside the nucleoplasm. 
Cell 140, 360–371. 
Kang, J., Xu, B., Yao, Y., Lin, W., Hennessy, C., Fraser, P., 
and Feng, J. (2011). A dynamical model reveals gene co-
localizations in nucleus. PLoS Comput Biol 7, e1002094. 
Kaplan, N., Moore, I.K., Fondufe-Mittendorf, Y., Gossett, 
A.J., Tillo, D., Field, Y., LeProust, E.M., Hughes, T.R., Lieb, 
J.D., Widom, J., et al. (2009). The DNA-encoded 
nucleosome organization of a eukaryotic genome. Nature 
458, 362–366. 
  47 
Kasten, M., Szerlong, H., Erdjument-Bromage, H., Tempst, 
P., Werner, M., and Cairns, B.R. (2004). Tandem 
bromodomains in the chromatin remodeler RSC recognize 
acetylated histone H3 Lys14. The EMBO Journal 23, 1348–
1359. 
Kato, H., Goto, D.B., Martienssen, R.A., Urano, T., 
Furukawa, K., and Murakami, Y. (2005). RNA polymerase II 
is required for RNAi-dependent heterochromatin assembly. 
Science 309, 467–469. 
Kharchenko, P.V., Alekseyenko, A.A., Schwartz, Y.B., 
Minoda, A., Riddle, N.C., Ernst, J., Sabo, P.J., Larschan, E., 
Gorchakov, A.A., Gu, T., et al. (2011). Comprehensive 
analysis of the chromatin landscape in Drosophila 
melanogaster. Nature 471, 480–485. 
Kiefer, C.M., Hou, C., Little, J.A., and Dean, A. (2008). 
Epigenetics of beta-globin gene regulation. Mutat. Res. 647, 
68–76. 
Kim, J., Guermah, M., McGinty, R.K., Lee, J.-S., Tang, Z., 
Milne, T.A., Shilatifard, A., Muir, T.W., and Roeder, R.G. 
(2009). RAD6-Mediated transcription-coupled H2B 
ubiquitylation directly stimulates H3K4 methylation in human 
cells. Cell 137, 459–471. 
Kim, T.H., Abdullaev, Z.K., Smith, A.D., Ching, K.A., 
Loukinov, D.I., Green, R.D., Zhang, M.Q., Lobanenkov, V.V., 
and Ren, B. (2007). Analysis of the vertebrate insulator 
protein CTCF-binding sites in the human genome. Cell 128, 
1231–1245. 
Kimura, H., Tao, Y., Roeder, R.G., and Cook, P.R. (1999). 
Quantitation of RNA polymerase II and its transcription 
factors in an HeLa cell: little soluble holoenzyme but 
significant amounts of polymerases attached to the nuclear 
substructure. Molecular and Cellular Biology 19, 5383–5392. 
Kind, J., and van Steensel, B. (2010). Genome-nuclear 
lamina interactions and gene regulation. Current Opinion in 
Cell Biology 22, 320–325. 
Kind, J., Pagie, L., Ortabozkoyun, H., Boyle, S., de Vries, 
S.S., Janssen, H., Amendola, M., Nolen, L.D., Bickmore, 
W.A., and van Steensel, B. (2013). Single-cell dynamics of 
genome-nuclear lamina interactions. Cell 153, 178–192. 
King, M.C., Drivas, T.G., and Blobel, G. (2008). A network of 
nuclear envelope membrane proteins linking centromeres to 
microtubules. Cell 134, 427–438. 
Kirkland, J.G., Raab, J.R., and Kamakaka, R.T. (2012). 
TFIIIC bound DNA elements in nuclear organization and 
insulation. Biochim. Biophys. Acta. 
Kloc, A., Zaratiegui, M., Nora, E., and Martienssen, R. 
(2008). RNA interference guides histone modification during 
the S phase of chromosomal replication. Current Biology 18, 
490–495. 
Komarnitsky, P., Cho, E.J., and Buratowski, S. (2000). 
Different phosphorylated forms of RNA polymerase II and 
associated mRNA processing factors during transcription. 
Genes & Development 14, 2452–2460. 
Korf, B. (2008). Hutchinson-Gilford progeria syndrome, 
aging, and the nuclear lamina. N. Engl. J. Med. 358, 552–
555. 
Korfali, N., Wilkie, G.S., Swanson, S.K., Srsen, V., Batrakou, 
D.G., Fairley, E.A.L., Malik, P., Zuleger, N., Goncharevich, 
A., Las Heras, de, J., et al. (2010). The leukocyte nuclear 
envelope proteome varies with cell activation and contains 
novel transmembrane proteins that affect genome 
architecture. Mol. Cell Proteomics 9, 2571–2585. 
Korfali, N., Wilkie, G.S., Swanson, S.K., Srsen, V., Las 
Heras, de, J., Batrakou, D.G., Malik, P., Zuleger, N., Kerr, 
A.R.W., Florens, L., et al. (2012). The nuclear envelope 
proteome differs notably between tissues. Nucleus 3, 552–
564. 
Krüger, A., Batsios, P., Baumann, O., Luckert, E., Schwarz, 
H., Stick, R., Meyer, I., and Gräf, R. (2012). Characterization 
of NE81, the first lamin-like nucleoskeleton protein in a 
unicellular organism. Molecular Biology of the Cell 23, 360–
370. 
Kumaran, R.I., and Spector, D.L. (2008). A genetic locus 
targeted to the nuclear periphery in living cells maintains its 
transcriptional competence. The Journal of Cell Biology 180, 
51–65. 
Kuroda, M., Tanabe, H., Yoshida, K., Oikawa, K., Saito, A., 
Kiyuna, T., Mizusawa, H., and Mukai, K. (2004). Alteration of 
chromosome positioning during adipocyte differentiation. 
Journal of Cell Science 117, 5897–5903. 
Küppers, R., and Dalla-Favera, R. (2001). Mechanisms of 
chromosomal translocations in B cell lymphomas. Oncogene 
20, 5580–5594. 
Lachner, M., O'Carroll, D., Rea, S., Mechtler, K., and 
Jenuwein, T. (2001). Methylation of histone H3 lysine 9 
creates a binding site for HP1 proteins. Nature 410, 116–
120. 
Lagrange, T., Kapanidis, A.N., Tang, H., Reinberg, D., and 
Ebright, R.H. (1998). New core promoter element in RNA 
polymerase II-dependent transcription: sequence-specific 
DNA binding by transcription factor IIB. Genes & 
Development 12, 34–44. 
Lalonde, M.-E., Cheng, X., and Cote, J. (2014). Histone 
target selection within chromatin: an exemplary case of 
teamwork. Genes & Development 28, 1029–1041. 
Lam, F.H., Steger, D.J., and O'Shea, E.K. (2008). Chromatin 
decouples promoter threshold from dynamic range. Nature 
453, 246–250. 
Lander, E.S., Linton, L.M., Birren, B., Nusbaum, C., Zody, 
M.C., Baldwin, J., Devon, K., Dewar, K., Doyle, M., 
FitzHugh, W., et al. (2001). Initial sequencing and analysis of 
the human genome. Nature 409, 860–921. 
Lantermann, A., Strålfors, A., Fagerström-Billai, F., Korber, 
P., and Ekwall, K. (2009). Genome-wide mapping of 
nucleosome positions in Schizosaccharomyces pombe. 
Methods 48, 218–225. 
Lee, H.-S., Park, J.-H., Kim, S.-J., Kwon, S.-J., and Kwon, J. 
(2010). A cooperative activation loop among SWI/SNF, 
gamma-H2AX and H3 acetylation for DNA double-strand 
break repair. The EMBO Journal 29, 1434–1445. 
Lee, J.-S., Shukla, A., Schneider, J., Swanson, S.K., 
Washburn, M.P., Florens, L., Bhaumik, S.R., and Shilatifard, 
A. (2007a). Histone crosstalk between H2B 
monoubiquitination and H3 methylation mediated by 
COMPASS. Cell 131, 1084–1096. 
Lee, K.K., Haraguchi, T., Lee, R.S., Koujin, T., Hiraoka, Y., 
and Wilson, K.L. (2001). Distinct functional domains in 
emerin bind lamin A and DNA-bridging protein BAF. Journal 
of Cell Science 114, 4567–4573. 
Lee, W., Tillo, D., Bray, N., Morse, R.H., Davis, R.W., 
Hughes, T.R., and Nislow, C. (2007b). A high-resolution 
atlas of nucleosome occupancy in yeast. Nature Publishing 
Group 39, 1235–1244. 
 48 
Leem, Y.-E., Ripmaster, T.L., Kelly, F.D., Ebina, H., 
Heincelman, M.E., Zhang, K., Grewal, S.I.S., Hoffman, C.S., 
and Levin, H.L. (2008). Retrotransposon Tf1 is targeted to 
Pol II promoters by transcription activators. Molecular Cell 
30, 98–107. 
Lesage, P., and Todeschini, A.L. (2005). Happy together: 
the life and times of Ty retrotransposons and their hosts. 
Cytogenet Genome Res 110, 70–90. 
Levi, V., Ruan, Q., Plutz, M., Belmont, A.S., and Gratton, E. 
(2005). Chromatin dynamics in interphase cells revealed by 
tracking in a two-photon excitation microscope. Biophys. J. 
89, 4275–4285. 
Levin, H.L. (1995). A novel mechanism of self-primed 
reverse transcription defines a new family of retroelements. 
Molecular and Cellular Biology 15, 3310–3317. 
Levin, H.L., and Moran, J.V. (2011). Dynamic interactions 
between transposable elements and their hosts. Nat. Rev. 
Genet. 12, 615–627. 
Li, B., Pattenden, S.G., Lee, D., Gutiérrez, J., Chen, J., 
Seidel, C., Gerton, J., and Workman, J.L. (2005). 
Preferential occupancy of histone variant H2AZ at inactive 
promoters influences local histone modifications and 
chromatin remodeling. Proc. Natl. Acad. Sci. U.S.a. 102, 
18385–18390. 
Li, S., and Shogren-Knaak, M.A. (2009). The Gcn5 
bromodomain of the SAGA complex facilitates cooperative 
and cross-tail acetylation of nucleosomes. J. Biol. Chem. 
284, 9411–9417. 
Lia, G., Praly, E., Ferreira, H., Stockdale, C., Tse-Dinh, Y.C., 
Dunlap, D., Croquette, V., Bensimon, D., and Owen-
Hughes, T. (2006). Direct observation of DNA distortion by 
the RSC complex. Molecular Cell 21, 417–425. 
Liang, Y., Franks, T.M., Marchetto, M.C., Gage, F.H., and 
Hetzer, M.W. (2013). Dynamic association of NUP98 with 
the human genome. PLoS Genet 9, e1003308. 
Lieberman-Aiden, E., van Berkum, N.L., Williams, L., 
Imakaev, M., Ragoczy, T., Telling, A., Amit, I., Lajoie, B.R., 
Sabo, P.J., Dorschner, M.O., et al. (2009). Comprehensive 
mapping of long-range interactions reveals folding principles 
of the human genome. Science 326, 289–293. 
Light, W.H., Freaney, J., Sood, V., Thompson, A., D'Urso, 
A., Horvath, C.M., and Brickner, J.H. (2013). A conserved 
role for human Nup98 in altering chromatin structure and 
promoting epigenetic transcriptional memory. PLoS Biol 11, 
e1001524. 
Lin, F., Morrison, J.M., Wu, W., and Worman, H.J. (2005). 
MAN1, an integral protein of the inner nuclear membrane, 
binds Smad2 and Smad3 and antagonizes transforming 
growth factor-beta signaling. Hum. Mol. Genet. 14, 437–445. 
Lisby, M., and Rothstein, R. (2004). DNA damage 
checkpoint and repair centers. Current Opinion in Cell 
Biology 16, 328–334. 
Lisby, M., Antúnez de Mayolo, A., Mortensen, U.H., and 
Rothstein, R. (2003a). Cell cycle-regulated centers of DNA 
double-strand break repair. Cell Cycle 2, 479–483. 
Lisby, M., Mortensen, U.H., and Rothstein, R. (2003b). 
Colocalization of multiple DNA double-strand breaks at a 
single Rad52 repair centre. Nature Cell Biology 5, 572–577. 
Littlefield, O., Korkhin, Y., and Sigler, P.B. (1999). The 
structural basis for the oriented assembly of a 
TBP/TFB/promoter complex. Proc. Natl. Acad. Sci. U.S.a. 
96, 13668–13673. 
Liu, L., Li, Y., Li, S., Hu, N., He, Y., Pong, R., Lin, D., Lu, L., 
and Law, M. (2012). Comparison of next-generation 
sequencing systems. J. Biomed. Biotechnol. 2012, 251364. 
Liu, T., Rechtsteiner, A., Egelhofer, T.A., Vielle, A., Latorre, 
I., Cheung, M.-S., Ercan, S., Ikegami, K., Jensen, M., 
Kolasinska-Zwierz, P., et al. (2011). Broad chromosomal 
domains of histone modification patterns in C. elegans. 
Genome Research 21, 227–236. 
Lu, Q., Wallrath, L.L., and Elgin, S.C. (1995). The role of a 
positioned nucleosome at the Drosophila melanogaster 
hsp26 promoter. The EMBO Journal 14, 4738–4746. 
Luger, K., Mäder, A.W., Richmond, R.K., Sargent, D.F., and 
Richmond, T.J. (1997). Crystal structure of the nucleosome 
core particle at 2.8 A resolution. Nature 389, 251–260. 
Lukas, C., Bartek, J., and Lukas, J. (2005). Imaging of 
protein movement induced by chromosomal breakage: tiny 
'local' lesions pose great “global” challenges. Chromosoma 
114, 146–154. 
Luthra, R., Kerr, S.C., Harreman, M.T., Apponi, L.H., 
Fasken, M.B., Ramineni, S., Chaurasia, S., Valentini, S.R., 
and Corbett, A.H. (2007). Actively transcribed GAL genes 
can be physically linked to the nuclear pore by the SAGA 
chromatin modifying complex. J. Biol. Chem. 282, 3042–
3049. 
Lykke-Andersen, S., and Jensen, T.H. (2007). Overlapping 
pathways dictate termination of RNA polymerase II 
transcription. Biochimie 89, 1177–1182. 
Mahy, N.L., Perry, P.E., and Bickmore, W.A. (2002). Gene 
density and transcription influence the localization of 
chromatin outside of chromosome territories detectable by 
FISH. The Journal of Cell Biology 159, 753–763. 
Maillet, L., Gaden, F., Brevet, V., Fourel, G., Martin, S.G., 
Dubrana, K., Gasser, S.M., and Gilson, E. (2001). Ku-
deficient yeast strains exhibit alternative states of silencing 
competence. EMBO Reports 2, 203–210. 
Majumdar, A., Chatterjee, A.G., Ripmaster, T.L., and Levin, 
H.L. (2011). Determinants that specify the integration pattern 
of retrotransposon Tf1 in the fbp1 promoter of 
Schizosaccharomyces pombe. Journal of Virology 85, 519–
529. 
Makatsori, D., Kourmouli, N., Polioudaki, H., Shultz, L.D., 
Mclean, K., Theodoropoulos, P.A., Singh, P.B., and 
Georgatos, S.D. (2004). The Inner Nuclear Membrane 
Protein Lamin B Receptor Forms Distinct Microdomains and 
Links Epigenetically Marked Chromatin to the Nuclear 
Envelope. Journal of Biological Chemistry 279, 25567–
25573. 
Malecová, B., and Morris, K.V. (2010). Transcriptional gene 
silencing through epigenetic changes mediated by non-
coding RNAs. Curr. Opin. Mol. Ther. 12, 214–222. 
Malik, H.S., and Henikoff, S. (2003). Phylogenomics of the 
nucleosome. Nat. Struct. Biol. 10, 882–891. 
Malone, C.D., and Hannon, G.J. (2009). Small RNAs as 
guardians of the genome. Cell 136, 656–668. 
Mansharamani, M., and Wilson, K.L. (2005). Direct binding 
of nuclear membrane protein MAN1 to emerin in vitro and 
two modes of binding to barrier-to-autointegration factor. J. 
Biol. Chem. 280, 13863–13870. 
Mao, Y.S., Zhang, B., and Spector, D.L. (2011). Biogenesis 
and function of nuclear bodies. Trends Genet. 27, 295–306. 
  49 
Margalit, A., Brachner, A., Gotzmann, J., Foisner, R., and 
Gruenbaum, Y. (2007). Barrier-to-autointegration factor – a 
BAFfling little protein. Trends in Cell Biology 17, 202–208. 
Marguerat, S., Schmidt, A., Codlin, S., Chen, W., Aebersold, 
R., and Bähler, J. (2012). Quantitative analysis of fission 
yeast transcriptomes and proteomes in proliferating and 
quiescent cells. Cell 151, 671–683. 
Markaki, Y., Smeets, D., Fiedler, S., Schmid, V.J., 
Schermelleh, L., Cremer, T., and Cremer, M. (2012). The 
potential of 3D-FISH and super-resolution structured 
illumination microscopy for studies of 3D nuclear 
architecture: 3D structured illumination microscopy of 
defined chromosomal structures visualized by 3D (immuno)-
FISH opens new perspectives for studies of nuclear 
architecture. Bioessays 34, 412–426. 
Markiewicz, E., Dechat, T., Foisner, R., Quinlan, R.A., and 
Hutchison, C.J. (2002). Lamin A/C binding protein 
LAP2alpha is required for nuclear anchorage of 
retinoblastoma protein. Molecular Biology of the Cell 13, 
4401–4413. 
Marshall, N.F., Peng, J., Xie, Z., and Price, D.H. (1996a). 
Control of RNA polymerase II elongation potential by a novel 
carboxyl-terminal domain kinase. J. Biol. Chem. 271, 
27176–27183. 
Marshall, W.F., Dernburg, A.F., Harmon, B., Agard, D.A., 
and Sedat, J.W. (1996b). Specific interactions of chromatin 
with the nuclear envelope: positional determination within 
the nucleus in Drosophila melanogaster. Molecular Biology 
of the Cell 7, 825–842. 
Martens, J.A., Laprade, L., and Winston, F. (2004). 
Intergenic transcription is required to repress the 
Saccharomyces cerevisiae SER3 gene. Nature 429, 571–
574. 
Masumoto, H., Hawke, D., Kobayashi, R., and Verreault, A. 
(2005). A role for cell-cycle-regulated histone H3 lysine 56 
acetylation in the DNA damage response. Nature 436, 294–
298. 
Matzke, M., Kanno, T., Daxinger, L., Huettel, B., and 
Matzke, A.J.M. (2009). RNA-mediated chromatin-based 
silencing in plants. Current Opinion in Cell Biology 21, 367–
376. 
Mavrich, T.N., Ioshikhes, I.P., Venters, B.J., Jiang, C., 
Tomsho, L.P., Qi, J., Schuster, S.C., Albert, I., and Pugh, 
B.F. (2008a). A barrier nucleosome model for statistical 
positioning of nucleosomes throughout the yeast genome. 
Genome Research 18, 1073–1083. 
Mavrich, T.N., Jiang, C., Ioshikhes, I.P., Li, X., Venters, B.J., 
Zanton, S.J., Tomsho, L.P., Qi, J., Glaser, R.L., Schuster, 
S.C., et al. (2008b). Nucleosome organization in the 
Drosophila genome. Nature 453, 358–362. 
McCall, M., Brown, T., and Kennard, O. (1985). The crystal 
structure of d(G-G-G-G-C-C-C-C). A model for 
poly(dG).poly(dC). Journal of Molecular Biology 183, 385–
396. 
McClintock, B. (1984). The significance of responses of the 
genome to challenge. Science 226, 792–801. 
McPherson, C.E., Shim, E.Y., Friedman, D.S., and Zaret, 
K.S. (1993). An active tissue-specific enhancer and bound 
transcription factors existing in a precisely positioned 
nucleosomal array. Cell 75, 387–398. 
Mehta, I.S., Amira, M., Harvey, A.J., and Bridger, J.M. 
(2010). Rapid chromosome territory relocation by nuclear 
motor activity in response to serum removal in primary 
human fibroblasts. Genome Biology 11, R5. 
Meinhart, A., and Cramer, P. (2004). Recognition of RNA 
polymerase II carboxy-terminal domain by 3'-RNA-
processing factors. Nature 430, 223–226. 
Meister, P., Gehlen, L.R., Varela, E., Kalck, V., and Gasser, 
S.M. (2010a). Visualizing yeast chromosomes and nuclear 
architecture. Meth. Enzymol. 470, 535–567. 
Meister, P., Towbin, B.D., Pike, B.L., Ponti, A., and Gasser, 
S.M. (2010b). The spatial dynamics of tissue-specific 
promoters during C. elegans development. Genes & 
Development 24, 766–782. 
Mekhail, K., Seebacher, J., Gygi, S.P., and Moazed, D. 
(2008). Role for perinuclear chromosome tethering in 
maintenance of genome stability. Nature 456, 667–670. 
Mello, C.C., and Conte, D. (2004). Revealing the world of 
RNA interference. Nature 431, 338–342. 
Melnik, S., Deng, B., Papantonis, A., Baboo, S., Carr, I.M., 
and Cook, P.R. (2011). The proteomes of transcription 
factories containing RNA polymerases I, II or III. Nat Meth 8, 
963–968. 
Meuleman, W., Peric-Hupkes, D., Kind, J., Beaudry, J.-B., 
Pagie, L., Kellis, M., Reinders, M., Wessels, L., and van 
Steensel, B. (2013). Constitutive nuclear lamina-genome 
interactions are highly conserved and associated with A/T-
rich sequence. Genome Research 23, 270–280. 
Meyer, B., Voss, K.-O., Tobias, F., Jakob, B., Durante, M., 
and Taucher-Scholz, G. (2013). Clustered DNA damage 
induces pan-nuclear H2AX phosphorylation mediated by 
ATM and DNA-PK. Nucleic Acids Research 41, 6109–6118. 
Mitchell, R.S., Beitzel, B.F., Schroder, A.R.W., Shinn, P., 
Chen, H., Berry, C.C., Ecker, J.R., and Bushman, F.D. 
(2004). Retroviral DNA integration: ASLV, HIV, and MLV 
show distinct target site preferences. PLoS Biol 2, E234. 
Mitchison, J.M., and Nurse, P. (1985). Growth in cell length 
in the fission yeast Schizosaccharomyces pombe. Journal of 
Cell Science 75, 357–376. 
Mizuguchi, G., Shen, X., Landry, J., Wu, W.-H., Sen, S., and 
Wu, C. (2004). ATP-driven exchange of histone H2AZ 
variant catalyzed by SWR1 chromatin remodeling complex. 
Science 303, 343–348. 
Mizuguchi, T., Fudenberg, G., Mehta, S., Belton, J.-M., 
Taneja, N., Folco, H.D., FitzGerald, P., Dekker, J., Mirny, L., 
Barrowman, J., et al. (2014). Cohesin-dependent globules 
and heterochromatin shape 3D genome architecture in S. 
pombe. Nature 516, 432–435. 
Mohrmann, L., and Verrijzer, C.P. (2005). Composition and 
functional specificity of SWI2/SNF2 class chromatin 
remodeling complexes. Biochim. Biophys. Acta 1681, 59–
73. 
Moir, R.D., Montag-Lowy, M., and Goldman, R.D. (1994). 
Dynamic properties of nuclear lamins: lamin B is associated 
with sites of DNA replication. The Journal of Cell Biology 
125, 1201–1212. 
Moir, R.D., Spann, T.P., Lopez-Soler, R.I., Yoon, M., 
Goldman, A.E., Khuon, S., and Goldman, R.D. (2000). 
Review: the dynamics of the nuclear lamins during the cell 
cycle-- relationship between structure and function. J. Struct. 
Biol. 129, 324–334. 
Molnar, M., and Kleckner, N. (2008). Examination of 
interchromosomal interactions in vegetatively growing 
 50 
diploid Schizosaccharomyces pombe cells by Cre/loxP site-
specific recombination. Genetics 178, 99–112. 
Montes de Oca, R., Andreassen, P.R., and Wilson, K.L. 
(2011). Barrier-to-Autointegration Factor influences specific 
histone modifications. Nucleus 2, 580–590. 
Moshkin, Y.M., Chalkley, G.E., Kan, T.W., Reddy, B.A., 
Ozgur, Z., van Ijcken, W.F.J., Dekkers, D.H.W., Demmers, 
J.A., Travers, A.A., and Verrijzer, C.P. (2012). Remodelers 
organize cellular chromatin by counteracting intrinsic 
histone-DNA sequence preferences in a class-specific 
manner. Molecular and Cellular Biology 32, 675–688. 
Motamedi, M.R., Verdel, A., Colmenares, S.U., Gerber, S.A., 
Gygi, S.P., and Moazed, D. (2004). Two RNAi complexes, 
RITS and RDRC, physically interact and localize to 
noncoding centromeric RNAs. Cell 119, 789–802. 
Muotri, A.R., Marchetto, M.C.N., Coufal, N.G., Oefner, R., 
Yeo, G., Nakashima, K., and Gage, F.H. (2010). L1 
retrotransposition in neurons is modulated by MeCP2. 
Nature 468, 443–446. 
Murray, K. (1964). The occurrence of epsilon-N-methyl 
lysine in histones. Biochemistry 3, 10–15. 
Musselman, C.A., Avvakumov, N., Watanabe, R., Abraham, 
C.G., Lalonde, M.-E., Hong, Z., Allen, C., Roy, S., Nuñez, 
J.K., Nickoloff, J., et al. (2012). Molecular basis for 
H3K36me3 recognition by the Tudor domain of PHF1. 
Nature Structural &Amp; Molecular Biology 19, 1266–1272. 
Müller, I., Boyle, S., Singer, R.H., Bickmore, W.A., and 
Chubb, J.R. (2010). Stable Morphology, but Dynamic 
Internal Reorganisation, of Interphase Human 
Chromosomes in Living Cells. PLoS ONE 5, e11560. 
Natarajan, K., Jackson, B.M., Zhou, H., Winston, F., and 
Hinnebusch, A.G. (1999). Transcriptional activation by 
Gcn4p involves independent interactions with the SWI/SNF 
complex and the SRB/mediator. Molecular Cell 4, 657–664. 
Nelson, H.C., Finch, J.T., Luisi, B.F., and Klug, A. (1987). 
The structure of an oligo(dA).oligo(dT) tract and its biological 
implications. Nature 330, 221–226. 
Nemergut, M.E., Mizzen, C.A., Stukenberg, T., Allis, C.D., 
and Macara, I.G. (2001). Chromatin docking and exchange 
activity enhancement of RCC1 by histones H2A and H2B. 
Science 292, 1540–1543. 
Noordermeer, D., Leleu, M., Splinter, E., Rougemont, J., de 
Laat, W., and Duboule, D. (2011). The dynamic architecture 
of Hox gene clusters. Science 334, 222–225. 
Nurse, P.M. (2002). Nobel Lecture. Cyclin dependent 
kinases and cell cycle control. Biosci. Rep. 22, 487–499. 
Oki, M., Aihara, H., and Ito, T. (2007). Role of histone 
phosphorylation in chromatin dynamics and its implications 
in diseases. Subcell. Biochem. 41, 319–336. 
Olivares-Chauvet, P., Fennessy, D., Jackson, D.A., and 
Maya-Mendoza, A. (2011). Innate structure of DNA foci 
restricts the mixing of DNA from different chromosome 
territories. PLoS ONE 6, e27527. 
Ong, C.-T., and Corces, V.G. (2009). Insulators as 
mediators of intra- and inter-chromosomal interactions: a 
common evolutionary theme. J. Biol. 8, 73. 
Osborne, C.S., Chakalova, L., Brown, K.E., Carter, D., 
Horton, A., Debrand, E., Goyenechea, B., Mitchell, J.A., 
Lopes, S., Reik, W., et al. (2004). Active genes dynamically 
colocalize to shared sites of ongoing transcription. Nature 
Genetics 36, 1065–1071. 
Osborne, C.S., Chakalova, L., Mitchell, J.A., Horton, A., 
Wood, A.L., Bolland, D.J., Corcoran, A.E., and Fraser, P. 
(2007). Myc dynamically and preferentially relocates to a 
transcription factory occupied by Igh. PLoS Biol 5, e192. 
Ostrow, A.Z., Nellimoottil, T., Knott, S.R.V., Fox, C.A., 
Tavaré, S., and Aparicio, O.M. (2014). Fkh1 and Fkh2 bind 
multiple chromosomal elements in the S. cerevisiae genome 
with distinct specificities and cell cycle dynamics. PLoS ONE 
9, e87647. 
Oza, P., Jaspersen, S.L., Miele, A., Dekker, J., and 
Peterson, C.L. (2009). Mechanisms that regulate localization 
of a DNA double-strand break to the nuclear periphery. 
Genes & Development 23, 912–927. 
Ozdemir, A., Spicuglia, S., Lasonder, E., Vermeulen, M., 
Campsteijn, C., Stunnenberg, H.G., and Logie, C. (2005). 
Characterization of lysine 56 of histone H3 as an acetylation 
site in Saccharomyces cerevisiae. J. Biol. Chem. 280, 
25949–25952. 
Öberg, C., Izzo, A., Schneider, R., Wrange, Ö., and Belikov, 
S. (2012). Linker histone subtypes differ in their effect on 
nucleosomal spacing in vivo. Journal of Molecular Biology 
419, 183–197. 
Papamichos-Chronakis, M., Watanabe, S., Rando, O.J., and 
Peterson, C.L. (2011). Global regulation of H2A.Z 
localization by the INO80 chromatin-remodeling enzyme is 
essential for genome integrity. Cell 144, 200–213. 
Papantonis, A., Larkin, J.D., Wada, Y., Ohta, Y., Ihara, S., 
Kodama, T., and Cook, P.R. (2010). Active RNA 
polymerases: mobile or immobile molecular machines? 
PLoS Biol 8, e1000419. 
Parada, L.A., McQueen, P.G., and Misteli, T. (2004). Tissue-
specific spatial organization of genomes. Genome Biology 5, 
R44. 
Parthun, M.R. (2007). Hat1: the emerging cellular roles of a 
type B histone acetyltransferase. Oncogene 26, 5319–5328. 
Parvin, J.D., and Sharp, P.A. (1993). DNA topology and a 
minimal set of basal factors for transcription by RNA 
polymerase II. Cell 73, 533–540. 
Pascual-Garcia, P., Govind, C.K., Queralt, E., Cuenca-Bono, 
B., Llopis, A., Chavez, S., Hinnebusch, A.G., and Rodriguez-
Navarro, S. (2008). Sus1 is recruited to coding regions and 
functions during transcription elongation in association with 
SAGA and TREX2. Genes & Development 22, 2811–2822. 
Peric-Hupkes, D., Meuleman, W., Pagie, L., Bruggeman, 
S.W.M., Solovei, I., Brugman, W., Gräf, S., Flicek, P., 
Kerkhoven, R.M., van Lohuizen, M., et al. (2010). Molecular 
maps of the reorganization of genome-nuclear lamina 
interactions during differentiation. Molecular Cell 38, 603–
613. 
Peters, A.H., O'Carroll, D., Scherthan, H., Mechtler, K., 
Sauer, S., Schöfer, C., Weipoltshammer, K., Pagani, M., 
Lachner, M., Kohlmaier, A., et al. (2001). Loss of the Suv39h 
histone methyltransferases impairs mammalian 
heterochromatin and genome stability. Cell 107, 323–337. 
Pickersgill, H., Kalverda, B., de Wit, E., Talhout, W., 
Fornerod, M., and van Steensel, B. (2006). Characterization 
of the Drosophila melanogaster genome at the nuclear 
lamina. Nature Genetics 38, 1005–1014. 
Pinto, I., Wu, W.H., Na, J.G., and Hampsey, M. (1994). 
Characterization of sua7 mutations defines a domain of 
TFIIB involved in transcription start site selection in yeast. J. 
Biol. Chem. 269, 30569–30573. 
  51 
Pointner, J., Persson, J., Prasad, P., Norman-Axelsson, U., 
Strålfors, A., Khorosjutina, O., Krietenstein, N., Peter 
Svensson, J., Ekwall, K., and Korber, P. (2012). CHD1 
remodelers regulate nucleosome spacing in vitro and align 
nucleosomal arrays over gene coding regions in S. pombe. 
The EMBO Journal 31, 4388–4403. 
Pope, B.D., Ryba, T., Dileep, V., Yue, F., Wu, W., Denas, 
O., Vera, D.L., Wang, Y., Hansen, R.S., Canfield, T.K., et al. 
(2014). Topologically associating domains are stable units of 
replication-timing regulation. Nature 515, 402–405. 
Qureshi, S.A., and Jackson, S.P. (1998). Sequence-specific 
DNA binding by the S. shibatae TFIIB homolog, TFB, and its 
effect on promoter strength. Molecular Cell 1, 389–400. 
Qureshi, S.A., Bell, S.D., and Jackson, S.P. (1997). Factor 
requirements for transcription in the Archaeon Sulfolobus 
shibatae. The EMBO Journal 16, 2927–2936. 
Rabut, G., Doye, V., and Ellenberg, J. (2004). Mapping the 
dynamic organization of the nuclear pore complex inside 
single living cells. Nature Cell Biology 6, 1114–1121. 
Ragoczy, T., Bender, M.A., Telling, A., Byron, R., and 
Groudine, M. (2006). The locus control region is required for 
association of the murine beta-globin locus with engaged 
transcription factories during erythroid maturation. Genes & 
Development 20, 1447–1457. 
Ram, O., Goren, A., Amit, I., Shoresh, N., Yosef, N., Ernst, 
J., Kellis, M., Gymrek, M., Issner, R., Coyne, M., et al. 
(2011). Combinatorial patterning of chromatin regulators 
uncovered by genome-wide location analysis in human cells. 
Cell 147, 1628–1639. 
Raveh-Sadka, T., Levo, M., Shabi, U., Shany, B., Keren, L., 
Lotan-Pompan, M., Zeevi, D., Sharon, E., Weinberger, A., 
and Segal, E. (2012). Manipulating nucleosome disfavoring 
sequences allows fine-tune regulation of gene expression in 
yeast. Nature Publishing Group 44, 743–750. 
Reddy, K.L., Zullo, J.M., Bertolino, E., and Singh, H. (2008). 
Transcriptional repression mediated by repositioning of 
genes to the nuclear lamina. Nature 452, 243–247. 
Rehen, S.K., McConnell, M.J., Kaushal, D., Kingsbury, M.A., 
Yang, A.H., and Chun, J. (2001). Chromosomal variation in 
neurons of the developing and adult mammalian nervous 
system. Proc. Natl. Acad. Sci. U.S.a. 98, 13361–13366. 
Richmond, T.J., and Davey, C.A. (2003). The structure of 
DNA in the nucleosome core. Nature 423, 145–150. 
Ringrose, L., Chabanis, S., Angrand, P.O., Woodroofe, C., 
and Stewart, A.F. (1999). Quantitative comparison of DNA 
looping in vitro and in vivo: chromatin increases effective 
DNA flexibility at short distances. The EMBO Journal 18, 
6630–6641. 
Rodriguez-Navarro, S., Fischer, T., Luo, M.-J., Antúnez, O., 
Brettschneider, S., Lechner, J., Pérez-Ortín, J.E., Reed, R., 
and Hurt, E. (2004). Sus1, a functional component of the 
SAGA histone acetylase complex and the nuclear pore-
associated mRNA export machinery. Cell 116, 75–86. 
Rohner, S., Kalck, V., Wang, X., Ikegami, K., Lieb, J.D., 
Gasser, S.M., and Meister, P. (2013). Promoter- and RNA 
polymerase II-dependent hsp-16 gene association with 
nuclear pores in Caenorhabditis elegans. The Journal of Cell 
Biology 200, 589–604. 
Roix, J.J., McQueen, P.G., Munson, P.J., Parada, L.A., and 
Misteli, T. (2003). Spatial proximity of translocation-prone 
gene loci in human lymphomas. Nature Genetics 34, 287–
291. 
Rout, M.P., Aitchison, J.D., Suprapto, A., Hjertaas, K., Zhao, 
Y., and Chait, B.T. (2000). The yeast nuclear pore complex: 
composition, architecture, and transport mechanism. The 
Journal of Cell Biology 148, 635–651. 
Rowbotham, S.P., Barki, L., Neves-Costa, A., Santos, F., 
Dean, W., Hawkes, N., Choudhary, P., Will, W.R., Webster, 
J., Oxley, D., et al. (2011). Maintenance of silent chromatin 
through replication requires SWI/SNF-like chromatin 
remodeler SMARCAD1. Molecular Cell 42, 285–296. 
Röber, R.A., Sauter, H., Weber, K., and Osborn, M. (1990). 
Cells of the cellular immune and hemopoietic system of the 
mouse lack lamins A/C: distinction versus other somatic 
cells. Journal of Cell Science 95 ( Pt 4), 587–598. 
Ryan, D.P., and Owen-Hughes, T. (2011). Snf2-family 
proteins: chromatin remodellers for any occasion. Curr Opin 
Chem Biol 15, 649–656. 
Saha, A., Wittmeyer, J., and Cairns, B.R. (2002). Chromatin 
remodeling by RSC involves ATP-dependent DNA 
translocation. Genes & Development 16, 2120–2134. 
Sala, A., La Rocca, G., Burgio, G., Kotova, E., Di Gesù, D., 
Collesano, M., Ingrassia, A.M.R., Tulin, A.V., and Corona, 
D.F.V. (2008). The nucleosome-remodeling ATPase ISWI is 
regulated by poly-ADP-ribosylation. PLoS Biol 6, e252. 
Sandman, K., and Reeve, J.N. (2006). Archaeal histones 
and the origin of the histone fold. Curr. Opin. Microbiol. 9, 
520–525. 
SanMiguel, P., Tikhonov, A., Jin, Y.K., Motchoulskaia, N., 
Zakharov, D., Melake-Berhan, A., Springer, P.S., Edwards, 
K.J., Lee, M., Avramova, Z., et al. (1996). Nested 
retrotransposons in the intergenic regions of the maize 
genome. Science 274, 765–768. 
Schermelleh, L., Carlton, P.M., Haase, S., Shao, L., Winoto, 
L., Kner, P., Burke, B., Cardoso, M.C., Agard, D.A., 
Gustafsson, M.G.L., et al. (2008). Subdiffraction multicolor 
imaging of the nuclear periphery with 3D structured 
illumination microscopy. Science 320, 1332–1336. 
Scherthan, H., Jerratsch, M., Li, B., Smith, S., Hultén, M., 
Lock, T., and de Lange, T. (2000). Mammalian meiotic 
telomeres: protein composition and redistribution in relation 
to nuclear pores. Molecular Biology of the Cell 11, 4189–
4203. 
Schirmer, E.C., and Foisner, R. (2007). Proteins that 
associate with lamins: many faces, many functions. Exp. 
Cell Res. 313, 2167–2179. 
Schirmer, E.C., Florens, L., Guan, T., Yates, J.R., and 
Gerace, L. (2003). Nuclear membrane proteins with potential 
disease links found by subtractive proteomics. Science 301, 
1380–1382. 
Schmitt, J., Benavente, R., Hodzic, D., Höög, C., Stewart, 
C.L., and Alsheimer, M. (2007). Transmembrane protein 
Sun2 is involved in tethering mammalian meiotic telomeres 
to the nuclear envelope. Proc. Natl. Acad. Sci. U.S.a. 104, 
7426–7431. 
Schnable, P.S., Ware, D., Fulton, R.S., Stein, J.C., Wei, F., 
Pasternak, S., Liang, C., Zhang, J., Fulton, L., Graves, T.A., 
et al. (2009). The B73 maize genome: complexity, diversity, 
and dynamics. Science 326, 1112–1115. 
Schoenfelder, S., Sexton, T., Chakalova, L., Cope, N.F., 
Horton, A., Andrews, S., Kurukuti, S., Mitchell, J.A., Umlauf, 
D., Dimitrova, D.S., et al. (2010). Preferential associations 
between co-regulated genes reveal a transcriptional 
interactome in erythroid cells. Nature Publishing Group 42, 
53–61. 
 52 
Schones, D.E., Cui, K., Cuddapah, S., Roh, T.-Y., Barski, A., 
Wang, Z., Wei, G., and Zhao, K. (2008). Dynamic regulation 
of nucleosome positioning in the human genome. Cell 132, 
887–898. 
Schwartz, S., Meshorer, E., and Ast, G. (2009). Chromatin 
organization marks exon-intron structure. Nature Structural 
&Amp; Molecular Biology 16, 990–995. 
Schwartz, Y.B., and Pirrotta, V. (2013). A new world of 
Polycombs: unexpected partnerships and emerging 
functions. Nat. Rev. Genet. 14, 853–864. 
Scott, K.C., Merrett, S.L., and Willard, H.F. (2006). A 
heterochromatin barrier partitions the fission yeast 
centromere into discrete chromatin domains. Curr. Biol. 16, 
119–129. 
Segal, E., and Widom, J. (2009). Poly(dA:dT) tracts: major 
determinants of nucleosome organization. Curr. Opin. 
Struct. Biol. 19, 65–71. 
Seila, A.C., Calabrese, J.M., Levine, S.S., Yeo, G.W., Rahl, 
P.B., Flynn, R.A., Young, R.A., and Sharp, P.A. (2008). 
Divergent transcription from active promoters. Science 322, 
1849–1851. 
Sekinger, E.A., Moqtaderi, Z., and Struhl, K. (2005). Intrinsic 
histone-DNA interactions and low nucleosome density are 
important for preferential accessibility of promoter regions in 
yeast. Molecular Cell 18, 735–748. 
Selker, E.U., Tountas, N.A., Cross, S.H., Margolin, B.S., 
Murphy, J.G., Bird, A.P., and Freitag, M. (2003). The 
methylated component of the Neurospora crassa genome. 
Nature 422, 893–897. 
Sexton, T., Yaffe, E., Kenigsberg, E., Bantignies, F., 
Leblanc, B., Hoichman, M., Parrinello, H., Tanay, A., and 
Cavalli, G. (2012). Three-dimensional folding and functional 
organization principles of the Drosophila genome. Cell 148, 
458–472. 
Shapiro, E., Biezuner, T., and Linnarsson, S. (2013). Single-
cell sequencing-based technologies will revolutionize whole-
organism science. Nat. Rev. Genet. 14, 618–630. 
Shi, Y., Lan, F., Matson, C., Mulligan, P., Whetstine, J.R., 
Cole, P.A., Casero, R.A., and Shi, Y. (2004). Histone 
demethylation mediated by the nuclear amine oxidase 
homolog LSD1. Cell 119, 941–953. 
Shim, Y.S., Choi, Y., Kang, K., Cho, K., Oh, S., Lee, J., 
Grewal, S.I.S., and Lee, D. (2012). Hrp3 controls 
nucleosome positioning to suppress non-coding transcription 
in eu- and heterochromatin. The EMBO Journal 31, 4375–
4387. 
Shivaswamy, S., Bhinge, A., Zhao, Y., Jones, S., Hirst, M., 
and Iyer, V.R. (2008). Dynamic remodeling of individual 
nucleosomes across a eukaryotic genome in response to 
transcriptional perturbation. PLoS Biol 6, e65. 
Shumaker, D.K., Dechat, T., Kohlmaier, A., Adam, S.A., 
Bozovsky, M.R., Erdos, M.R., Eriksson, M., Goldman, A.E., 
Khuon, S., Collins, F.S., et al. (2006). Mutant nuclear lamin 
A leads to progressive alterations of epigenetic control in 
premature aging. Proc. Natl. Acad. Sci. U.S.a. 103, 8703–
8708. 
Simon, M., North, J.A., Shimko, J.C., Forties, R.A., 
Ferdinand, M.B., Manohar, M., Zhang, M., Fishel, R., 
Ottesen, J.J., and Poirier, M.G. (2011). Histone fold 
modifications control nucleosome unwrapping and 
disassembly. Proceedings of the National Academy of 
Sciences 108, 12711–12716. 
Sims, R.J., Chen, C.-F., Santos-Rosa, H., Kouzarides, T., 
Patel, S.S., and Reinberg, D. (2005). Human but not yeast 
CHD1 binds directly and selectively to histone H3 
methylated at lysine 4 via its tandem chromodomains. J. 
Biol. Chem. 280, 41789–41792. 
Singer, S., Zhao, R., Barsotti, A.M., Ouwehand, A., 
Fazollahi, M., Coutavas, E., Breuhahn, K., Neumann, O., 
Longerich, T., Pusterla, T., et al. (2012). Nuclear pore 
component Nup98 is a potential tumor suppressor and 
regulates posttranscriptional expression of select p53 target 
genes. Molecular Cell 48, 799–810. 
Singleton, M.R., Dillingham, M.S., and Wigley, D.B. (2007). 
Structure and mechanism of helicases and nucleic acid 
translocases. Annu. Rev. Biochem. 76, 23–50. 
Singleton, T.L., and Levin, H.L. (2002). A long terminal 
repeat retrotransposon of fission yeast has strong 
preferences for specific sites of insertion. Eukaryotic Cell 1, 
44–55. 
Skvortsov, S., Schäfer, G., Stasyk, T., Fuchsberger, C., 
Bonn, G.K., Bartsch, G., Klocker, H., and Huber, L.A. 
(2011). Proteomics profiling of microdissected low- and high-
grade prostate tumors identifies Lamin A as a discriminatory 
biomarker. J. Proteome Res. 10, 259–268. 
Smale, S.T., and Kadonaga, J.T. (2003). The RNA 
polymerase II core promoter. Annu. Rev. Biochem. 72, 449–
479. 
Smolle, M., and Workman, J.L. (2013). Transcription-
associated histone modifications and cryptic transcription. 
Biochim. Biophys. Acta 1829, 84–97. 
Solovei, I., Kreysing, M., LanctOt, C., KOsem, S., Peichl, L., 
Cremer, T., Guck, J., and Joffe, B. (2009). Nuclear 
architecture of rod photoreceptor cells adapts to vision in 
mammalian evolution. Cell 137, 356–368. 
Solovei, I., Wang, A.S., Thanisch, K., Schmidt, C.S., Krebs, 
S., Zwerger, M., Cohen, T.V., Devys, D., Foisner, R., Peichl, 
L., et al. (2013). LBR and lamin A/C sequentially tether 
peripheral heterochromatin and inversely regulate 
differentiation. Cell 152, 584–598. 
Somech, R., Shaklai, S., Geller, O., Amariglio, N., Simon, 
A.J., Rechavi, G., and Gal-Yam, E.N. (2005). The nuclear-
envelope protein and transcriptional repressor LAP2beta 
interacts with HDAC3 at the nuclear periphery, and induces 
histone H4 deacetylation. Journal of Cell Science 118, 
4017–4025. 
Son, E.Y., and Crabtree, G.R. (2014). The role of BAF 
(mSWI/SNF) complexes in mammalian neural development. 
Am J Med Genet C Semin Med Genet 166C, 333–349. 
Soutoglou, E., Dorn, J.F., Sengupta, K., Jasin, M., 
Nussenzweig, A., Ried, T., Danuser, G., and Misteli, T. 
(2007). Positional stability of single double-strand breaks in 
mammalian cells. Nature Cell Biology 9, 675–682. 
Splinter, E., de Wit, E., Nora, E.P., Klous, P., van de 
Werken, H.J.G., Zhu, Y., Kaaij, L.J.T., van Ijcken, W., 
Gribnau, J., Heard, E., et al. (2011). The inactive X 
chromosome adopts a unique three-dimensional 
conformation that is dependent on Xist RNA. Genes & 
Development 25, 1371–1383. 
Stancheva, I., and Schirmer, E.C. (2014). Nuclear envelope: 
connecting structural genome organization to regulation of 
gene expression. Adv. Exp. Med. Biol. 773, 209–244. 
Stevely, W.S., and Stocken, L.A. (1966). Phosphorylation of 
rat-thymus histone. Biochem. J. 100, 20C–1C. 
  53 
Stinchcomb, D.T., Struhl, K., and Davis, R.W. (1979). 
Isolation and characterisation of a yeast chromosomal 
replicator. Nature 282, 39–43. 
Strahl, B.D., and Allis, C.D. (1999). The language of 
covalent histone modifications. Nature 403, 41–45. 
Strålfors, A., Walfridsson, J., Bhuiyan, H., and Ekwall, K. 
(2011). The FUN30 chromatin remodeler, Fft3, protects 
centromeric and subtelomeric domains from euchromatin 
formation. PLoS Genet 7, e1001334. 
Struhl, K. (1985). Naturally occurring poly(dA-dT) sequences 
are upstream promoter elements for constitutive 
transcription in yeast. Proc. Natl. Acad. Sci. U.S.a. 82, 
8419–8423. 
Struhl, K. (1989). Molecular mechanisms of transcriptional 
regulation in yeast. Annu. Rev. Biochem. 58, 1051–1077. 
Struhl, K., and Segal, E. (2013). Determinants of 
nucleosome positioning. Nature Structural &Amp; Molecular 
Biology 20, 267–273. 
Studitsky, V.M., Clark, D.J., and Felsenfeld, G. (1994). A 
histone octamer can step around a transcribing polymerase 
without leaving the template. Cell 76, 371–382. 
Stünkel, W., Kober, I., and Seifart, K.H. (1997). A 
nucleosome positioned in the distal promoter region 
activates transcription of the human U6 gene. Molecular and 
Cellular Biology 17, 4397–4405. 
Sugiyama, K., Sugiura, K., Hara, T., Sugimoto, K., Shima, 
H., Honda, K., Furukawa, K., Yamashita, S., and Urano, T. 
(2002). Aurora-B associated protein phosphatases as 
negative regulators of kinase activation. Oncogene 21, 
3103–3111. 
Suter, B., Schnappauf, G., and Thoma, F. (2000). 
Poly(dA.dT) sequences exist as rigid DNA structures in 
nucleosome-free yeast promoters in vivo. Nucleic Acids 
Research 28, 4083–4089. 
Taddei, A., Van Houwe, G., Hediger, F., Kalck, V., 
Cubizolles, F., Schober, H., and Gasser, S.M. (2006). 
Nuclear pore association confers optimal expression levels 
for an inducible yeast gene. Nature 441, 774–778. 
Takizawa, T., Gudla, P.R., Guo, L., Lockett, S., and Misteli, 
T. (2008). Allele-specific nuclear positioning of the 
monoallelically expressed astrocyte marker GFAP. Genes & 
Development 22, 489–498. 
Tapley, E.C., and Starr, D.A. (2013). Connecting the nucleus 
to the cytoskeleton by SUN-KASH bridges across the 
nuclear envelope. Current Opinion in Cell Biology 25, 57–62. 
Tazumi, A., Fukuura, M., Nakato, R., Kishimoto, A., 
Takenaka, T., Ogawa, S., Song, J.-H., Takahashi, T.S., 
Nakagawa, T., Shirahige, K., et al. (2012). Telomere-binding 
protein Taz1 controls global replication timing through its 
localization near late replication origins in fission yeast. 
Genes & Development 26, 2050–2062. 
Tennyson, C.N., Klamut, H.J., and Worton, R.G. (1995). The 
human dystrophin gene requires 16 hours to be transcribed 
and is cotranscriptionally spliced. Nature Genetics 9, 184–
190. 
Tilgner, H., Nikolaou, C., Althammer, S., Sammeth, M., 
Beato, M., Valcárcel, J., and Guigo, R. (2009). Nucleosome 
positioning as a determinant of exon recognition. Nature 
Structural &Amp; Molecular Biology 16, 996–1001. 
Tillo, D., and Hughes, T.R. (2009). G+C content dominates 
intrinsic nucleosome occupancy. BMC Bioinformatics 10, 
442. 
Tolkunov, D., Zawadzki, K.A., Singer, C., Elfving, N., 
Morozov, A.V., and Broach, J.R. (2011). Chromatin 
remodelers clear nucleosomes from intrinsically unfavorable 
sites to establish nucleosome-depleted regions at 
promoters. Molecular Biology of the Cell 22, 2106–2118. 
Towbin, B.D., González-Aguilera, C., Sack, R., Gaidatzis, 
D., Kalck, V., Meister, P., Askjaer, P., and Gasser, S.M. 
(2012). Step-wise methylation of histone H3K9 positions 
heterochromatin at the nuclear periphery. Cell 150, 934–
947. 
Tropberger, P., Pott, S., Keller, C., Kamieniarz-Gdula, K., 
Caron, M., Richter, F., Li, G., Mittler, G., Liu, E.T., Bühler, 
M., et al. (2013). Regulation of transcription through 
acetylation of H3K122 on the lateral surface of the histone 
octamer. Cell 152, 859–872. 
Tsai, F.T., and Sigler, P.B. (2000). Structural basis of 
preinitiation complex assembly on human pol II promoters. 
The EMBO Journal 19, 25–36. 
Tse, C., Sera, T., Wolffe, A.P., and Hansen, J.C. (1998). 
Disruption of higher-order folding by core histone acetylation 
dramatically enhances transcription of nucleosomal arrays 
by RNA polymerase III. Molecular and Cellular Biology 18, 
4629–4638. 
Ulyanova, N.P., and Schnitzler, G.R. (2005). Human 
SWI/SNF generates abundant, structurally altered 
dinucleosomes on polynucleosomal templates. Molecular 
and Cellular Biology 25, 11156–11170. 
Uzawa, S., and Yanagida, M. (1992). Visualization of 
centromeric and nucleolar DNA in fission yeast by 
fluorescence in situ hybridization. Journal of Cell Science 
101 ( Pt 2), 267–275. 
Valouev, A., Ichikawa, J., Tonthat, T., Stuart, J., Ranade, S., 
Peckham, H., Zeng, K., Malek, J.A., Costa, G., McKernan, 
K., et al. (2008). A high-resolution, nucleosome position map 
of C. elegans reveals a lack of universal sequence-dictated 
positioning. Genome Research 18, 1051–1063. 
Valouev, A., Johnson, S.M., Boyd, S.D., Smith, C.L., Fire, 
A.Z., and Sidow, A. (2011). Determinants of nucleosome 
organization in primary human cells. Nature 474, 516–520. 
van Bakel, H., Tsui, K., Gebbia, M., Mnaimneh, S., Hughes, 
T.R., and Nislow, C. (2013). A compendium of nucleosome 
and transcript profiles reveals determinants of chromatin 
architecture and transcription. PLoS Genet 9, e1003479. 
Van de Vosse, D.W., Wan, Y., Lapetina, D.L., Chen, W.-M., 
Chiang, J.-H., Aitchison, J.D., and Wozniak, R.W. (2013). A 
role for the nucleoporin Nup170p in chromatin structure and 
gene silencing. Cell 152, 969–983. 
van Steensel, B., and Henikoff, S. (2000). Identification of in 
vivo DNA targets of chromatin proteins using tethered dam 
methyltransferase. Nature Biotechnology 18, 424–428. 
Vaquerizas, J.M., Suyama, R., Kind, J., Miura, K., 
Luscombe, N.M., and Akhtar, A. (2010). Nuclear pore 
proteins nup153 and megator define transcriptionally active 
regions in the Drosophila genome. PLoS Genet 6, 
e1000846. 
Verdel, A., Jia, S., Gerber, S., Sugiyama, T., Gygi, S., 
Grewal, S.I.S., and Moazed, D. (2004). RNAi-mediated 
targeting of heterochromatin by the RITS complex. Science 
303, 672–676. 
 54 
Vignali, M., Hassan, A.H., Neely, K.E., and Workman, J.L. 
(2000). ATP-dependent chromatin-remodeling complexes. 
Molecular and Cellular Biology 20, 1899–1910. 
Vogelmann, J., Valeri, A., Guillou, E., Cuvier, O., and 
Nollmann, M. (2011). Roles of chromatin insulator proteins 
in higher-order chromatin organization and transcription 
regulation. Nucleus 2, 358–369. 
Volpe, T.A., Kidner, C., Hall, I.M., Teng, G., Grewal, S.I.S., 
and Martienssen, R.A. (2002). Regulation of 
heterochromatic silencing and histone H3 lysine-9 
methylation by RNAi. Science 297, 1833–1837. 
Volpi, E.V., Chevret, E., Jones, T., Vatcheva, R., Williamson, 
J., Beck, S., Campbell, R.D., Goldsworthy, M., Powis, S.H., 
Ragoussis, J., et al. (2000). Large-scale chromatin 
organization of the major histocompatibility complex and 
other regions of human chromosome 6 and its response to 
interferon in interphase nuclei. Journal of Cell Science 113 ( 
Pt 9), 1565–1576. 
Wang, W., Xue, Y., Zhou, S., Kuo, A., Cairns, B.R., and 
Crabtree, G.R. (1996). Diversity and specialization of 
mammalian SWI/SNF complexes. Genes & Development 
10, 2117–2130. 
Wang, X., Haswell, J.R., and Roberts, C.W.M. (2014). 
Molecular pathways: SWI/SNF (BAF) complexes are 
frequently mutated in cancer--mechanisms and potential 
therapeutic insights. Clin. Cancer Res. 20, 21–27. 
Wang, X., Xu, S., Rivolta, C., Li, L.Y., Peng, G.-H., Swain, 
P.K., Sung, C.-H., Swaroop, A., Berson, E.L., Dryja, T.P., et 
al. (2002). Barrier to autointegration factor interacts with the 
cone-rod homeobox and represses its transactivation 
function. J. Biol. Chem. 277, 43288–43300. 
Wang, Z., Zang, C., Rosenfeld, J.A., Schones, D.E., Barski, 
A., Cuddapah, S., Cui, K., Roh, T.-Y., Peng, W., Zhang, 
M.Q., et al. (2008). Combinatorial patterns of histone 
acetylations and methylations in the human genome. Nature 
Publishing Group 40, 897–903. 
Wansink, D.G., Schul, W., van der Kraan, I., van Steensel, 
B., van Driel, R., and de Jong, L. (1993). Fluorescent 
labeling of nascent RNA reveals transcription by RNA 
polymerase II in domains scattered throughout the nucleus. 
The Journal of Cell Biology 122, 283–293. 
Weiner, A., Hughes, A., Yassour, M., Rando, O.J., and 
Friedman, N. (2010). High-resolution nucleosome mapping 
reveals transcription-dependent promoter packaging. 
Genome Research 20, 90–100. 
Westra, J.W., Rivera, R.R., Bushman, D.M., Yung, Y.C., 
Peterson, S.E., Barral, S., and Chun, J. (2010). Neuronal 
DNA content variation (DCV) with regional and individual 
differences in the human brain. J. Comp. Neurol. 518, 3981–
4000. 
Whitehouse, I., and Tsukiyama, T. (2006). Antagonistic 
forces that position nucleosomes in vivo. Nature Structural 
&Amp; Molecular Biology 13, 633–640. 
Whitehouse, I., Rando, O.J., Delrow, J., and Tsukiyama, T. 
(2007). Chromatin remodelling at promoters suppresses 
antisense transcription. Nature 450, 1031–1035. 
Wilkie, G.S., Korfali, N., Swanson, S.K., Malik, P., Srsen, V., 
Batrakou, D.G., Las Heras, de, J., Zuleger, N., Kerr, A.R.W., 
Florens, L., et al. (2011). Several novel nuclear envelope 
transmembrane proteins identified in skeletal muscle have 
cytoskeletal associations. Mol. Cell Proteomics 10, 
M110.003129. 
Williams, R.R.E., Azuara, V., Perry, P., Sauer, S., Dvorkina, 
M., Jørgensen, H., Roix, J., McQueen, P., Misteli, T., 
Merkenschlager, M., et al. (2006). Neural induction 
promotes large-scale chromatin reorganisation of the Mash1 
locus. Journal of Cell Science 119, 132–140. 
Willis, N.D., Cox, T.R., Rahman-Casañs, S.F., Smits, K., 
Przyborski, S.A., van den Brandt, P., van Engeland, M., 
Weijenberg, M., Wilson, R.G., de Bruïne, A., et al. (2008). 
Lamin A/C is a risk biomarker in colorectal cancer. PLoS 
ONE 3, e2988. 
Wood, V., Gwilliam, R., Rajandream, M.A., Lyne, M., Lyne, 
R., Stewart, A., Sgouros, J., Peat, N., Hayles, J., Baker, S., 
et al. (2002). The genome sequence of 
Schizosaccharomyces pombe. Nature 415, 871–880. 
Worman, H.J., Ostlund, C., and Wang, Y. (2010). Diseases 
of the nuclear envelope. Cold Spring Harbor Perspectives in 
Biology 2, a000760–a000760. 
Xu, F., Zhang, K., and Grunstein, M. (2005). Acetylation in 
histone H3 globular domain regulates gene expression in 
yeast. Cell 121, 375–385. 
Xu, F., Zhang, Q., Zhang, K., Xie, W., and Grunstein, M. 
(2007). Sir2 deacetylates histone H3 lysine 56 to regulate 
telomeric heterochromatin structure in yeast. Molecular Cell 
27, 890–900. 
Xu, Y., Ayrapetov, M.K., Xu, C., Gursoy-Yuzugullu, O., Hu, 
Y., and Price, B.D. (2012). Histone H2A.Z controls a critical 
chromatin remodeling step required for DNA double-strand 
break repair. Molecular Cell 48, 723–733. 
Xue, Y., Wong, J., Moreno, G.T., Young, M.K., Cote, J., and 
Wang, W. (1998). NURD, a novel complex with both ATP-
dependent chromatin-remodeling and histone deacetylase 
activities. Molecular Cell 2, 851–861. 
Yarragudi, A., Miyake, T., Li, R., and Morse, R.H. (2004). 
Comparison of ABF1 and RAP1 in chromatin opening and 
transactivator potentiation in the budding yeast 
Saccharomyces cerevisiae. Molecular and Cellular Biology 
24, 9152–9164. 
Yazaki, J., Gregory, B.D., and Ecker, J.R. (2007). Mapping 
the genome landscape using tiling array technology. Curr. 
Opin. Plant Biol. 10, 534–542. 
Ye, Q., and Worman, H.J. (1996). Interaction between an 
integral protein of the nuclear envelope inner membrane and 
human chromodomain proteins homologous to Drosophila 
HP1. J. Biol. Chem. 271, 14653–14656. 
Yen, K., Vinayachandran, V., Batta, K., Koerber, R.T., and 
Pugh, B.F. (2012). Genome-wide nucleosome specificity 
and directionality of chromatin remodelers. Cell 149, 1461–
1473. 
Yoder, J.A., Walsh, C.P., and Bestor, T.H. (1997). Cytosine 
methylation and the ecology of intragenomic parasites. 
Trends Genet. 13, 335–340. 
Yu, L., and Morse, R.H. (1999). Chromatin opening and 
transactivator potentiation by RAP1 in Saccharomyces 
cerevisiae. Molecular and Cellular Biology 19, 5279–5288. 
Yuan, G.-C., and Liu, J.S. (2008). Genomic sequence is 
highly predictive of local nucleosome depletion. PLoS 
Comput Biol 4, e13. 
Yuan, G.-C., Liu, Y.-J., Dion, M.F., Slack, M.D., Wu, L.F., 
Altschuler, S.J., and Rando, O.J. (2005). Genome-scale 
identification of nucleosome positions in S. cerevisiae. 
Science 309, 626–630. 
  55 
Zaret, K.S., and Carroll, J.S. (2011). Pioneer transcription 
factors: establishing competence for gene expression. 
Genes & Development 25, 2227–2241. 
Zhang, Y., Ng, H.H., Erdjument-Bromage, H., Tempst, P., 
Bird, A., and Reinberg, D. (1999). Analysis of the NuRD 
subunits reveals a histone deacetylase core complex and a 
connection with DNA methylation. Genes & Development 
13, 1924–1935. 
Zhang, Y., Moqtaderi, Z., Rattner, B.P., Euskirchen, G., 
Snyder, M., Kadonaga, J.T., Liu, X.S., and Struhl, K. (2009). 
Intrinsic histone-DNA interactions are not the major 
determinant of nucleosome positions in vivo. Nature 
Structural &Amp; Molecular Biology 16, 847–852. 
Zhang, Y., Smith, C.L., Saha, A., Grill, S.W., Mihardja, S., 
Smith, S.B., Cairns, B.R., Peterson, C.L., and Bustamante, 
C. (2006). DNA translocation and loop formation mechanism 
of chromatin remodeling by SWI/SNF and RSC. Molecular 
Cell 24, 559–568. 
Zhang, Y., McCord, R.P., Ho, Y.-J., Lajoie, B.R., Hildebrand, 
D.G., Simon, A.C., Becker, M.S., Alt, F.W., and Dekker, J. 
(2012). Spatial organization of the mouse genome and its 
role in recurrent chromosomal translocations. Cell 148, 908–
921. 
Zhang, Z., Wippo, C.J., Wal, M., Ward, E., Korber, P., and 
Pugh, B.F. (2011). A packing mechanism for nucleosome 
organization reconstituted across a eukaryotic genome. 
Science 332, 977–980. 
Zhu, J., Adli, M., Zou, J.Y., Verstappen, G., Coyne, M., 
Zhang, X., Durham, T., Miri, M., Deshpande, V., De Jager, 
P.L., et al. (2013). Genome-wide chromatin state transitions 
associated with developmental and environmental cues. Cell 
152, 642–654. 
Zofall, M., Fischer, T., Zhang, K., Zhou, M., Cui, B., 
Veenstra, T.D., and Grewal, S.I.S. (2009). Histone H2A.Z 
cooperates with RNAi and heterochromatin factors to 
suppress antisense RNAs. Nature 461, 419–422. 
Zou, S., and Voytas, D.F. (1997). Silent chromatin 
determines target preference of the Saccharomyces 
retrotransposon Ty5. Proc. Natl. Acad. Sci. U.S.a. 94, 7412–
7416. 
Zou, S., Ke, N., Kim, J.M., and Voytas, D.F. (1996). The 
Saccharomyces retrotransposon Ty5 integrates 
preferentially into regions of silent chromatin at the 
telomeres and mating loci. Genes & Development 10, 634–
645. 
Zou, S., Wright, D.A., and Voytas, D.F. (1995). The 
Saccharomyces Ty5 retrotransposon family is associated 
with origins of DNA replication at the telomeres and the 
silent mating locus HMR. Proc. Natl. Acad. Sci. U.S.a. 92, 
920–924. 
Zuleger, N., Boyle, S., Kelly, D.A., las Heras, de, J.I., Lazou, 
V., Korfali, N., Batrakou, D.G., Randles, K.N., Morris, G.E., 
Harrison, D.J., et al. (2013). Specific nuclear envelope 
transmembrane proteins can promote the location of 
chromosomes to and from the nuclear periphery. Genome 
Biology 14, R14. 
Zullo, J.M., Demarco, I.A., Piqué-Regi, R., Gaffney, D.J., 
Epstein, C.B., Spooner, C.J., Luperchio, T.R., Bernstein, 
B.E., Pritchard, J.K., Reddy, K.L., et al. (2012). DNA 
sequence-dependent compartmentalization and silencing of 
chromatin at the nuclear lamina. Cell 149, 1474–1487. 
 
 
